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AMENDMENTS TO THE SPECIFICATION 

Please amend the specification as described below. 

Delete paragraphs 0058-0096. 

Replace paragraph 0155 with the following paragraph. 

The nucleotide sequences of each of a plurality of GAM 
oligonucleotides that are described by Fig. 1 and their respective 
genomic sources and genomic locations are set forth in Tables 1-3, 
hereby incorporated herein. Specifically, in Table 1. line 778 describes 
GAM RNA (miRNA) as set forth in SEP ID NO: 348 is shown as 
predicted from human. 

After paragraph 0155, add the following Table 1, paragraph, Table 2, paragraph, and Table 3. 



GAM 
SEQ-ID 



GAM NAME GAM RNA SEQUENCE 
GAM3536 78 CAGCAGCACACTGTGGTTTGTA Human 



In Table 2, lines 42112-42207, describes GAM PRECURSOR RNA 
(hairpin) as set forth in SEQ ID NO: 4233864 and as it relates to 
Figures 1-8 . 



GAM PRECUR 
ORG A 

NISM SEQ-ID 



GAM DESCRIPTION 



CCTGCTCCCG Fig. 1 further provides a 

CCCCAGCAGC conceptual description of 

ACACTGTGGT another novel 

TTGTACGGCA bioinf ormatically-detected 

CTGTGGCCAC human oligonucleotide of the 

GTCCAAACCA present invention referred to 

CACTGTGGTG here as the Genomic Address 

TTAGAGCGAG Messenger 353678 (GAM353678) 

GGTGGGGGAGG oligonucleotide, which 

modulates expression of 
respective target genes whose 
function and utility are know 
in the art. GAM353678 is a 
novel bioinformatically 
detectable regulatory, non- 
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protein-coding, miRNA-like 
oligonucleotide. The method by 
which GAM353678 is detected is 
described with additional 
reference to Figs. 1-8. The 
GAM353678 precursor, herein 
designated GAM PRECURSOR, is 
encoded by the Human genome. 
GAM353678 target gene, herein 
designated GAM TARGET GENE, is 
a target gene encoded by the 
target organism as specified in 
Tables 6-7. The GAM3 536 78 
precursor, herein designated 
GAM PRECURSOR, encodes a 
GAM353678 precursor RNA, herein 
designated GAM PRECURSOR RNA. 
Similar to other miRNA 
oligonucleotides, the GAM353678 
precursor RNA does not encode a 
protein. GAM353678 precursor 
RNA folds onto itself, forming 
GAM353678 folded precursor RNA, 
herein designated GAM FOLDED 
PRECURSOR RNA, which has a two- 
dimensional "hairpin" 
structure. GAM PRECURSOR RNA 
folds onto itself, forming GAM 
FOLDED PRECURSOR RNA, which has 
a two-dimensional "hairpin 
structure". As is well-known in 
the art, this "hairpin 
structure" is typical of RNA 
encoded by known miRNA 
precursor oligonucleotides and 
is due to the full or partial 
complementarity of the 
nucleotide sequence of the 
first half of an miRNA 
precursor to theRNA that is 
encoded by a miRNA 
oligonucleotide to the 
nucleotide sequence of the 
second half thereof. A 
nucleotide sequence that is 
identical or highly similar to 
the nucleotide sequence of the 
GAM353678 precursor RNA is 
designated SEQ ID NO:4233864, 
and is provided hereinbelow 
with reference to the sequence 
listing section. The nucleotide 
sequence designated SEQ ID 
NO:4233864 is located from 
position 7121806 to position 
7121896 relative to chromosome 
17 on the "-" strand, and 
overlaps an intergenic region 
(UCSC.hl6 .refGene database). 
Furthermore, the nucleotide 
sequence designated SEQ ID 
NO:4233864 is positioned in a 
region that is conserved 
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between human, mouse and rat 
(UCSC.hgl6 .humorMm3Rn3) . A 
schematic representation of a 
predicted secondary folding of 
GAM353678 folded precursor RNA, 
herein designated GAM FOLDED 
PRECURSOR RNA is set forth in 
Table 4 incorporated herein. An 
enzyme complex designated DICER 
COMPLEX, an enzyme complex 
composed of Dicer RNaselll 
together with other necessary 
proteins, cuts the GAM353678 
folded precursor RNA yielding a 
single-stranded -22 nt-long RNA 
segment designated GAM3536 78 
RNA, herein designated GAM 
RNA. Table 5 provides a 
nucleotide sequence that is 
highly likely to be identical 
or extremely similar to the 
nucleotide sequence of 
GAM353678 RNA, hereby 
incorporated herein. GAM353678 
target gene, herein designated 
GAM TARGET GENE, encodes a 
corresponding messenger RNA, 
designated GAM3536 78 target 
RNA, herein designated GAM 
TARGET RNA. As is typical of 
mRNA of a protein-coding gene, 
GAM353678 target RNA comprises 
three regions, as is typical of 
mRNA of a protein-coding gene: 
a 5' untranslated region, a 
protein-coding region and a 3 ' 
unt r anslat ed region, designated 
5'UTR, PROTEIN-CODING and 
3'UTR, respectively. GAM3536 78 
RNA, herein designated GAM RNA, 
binds complementar ily to one or 
more target binding sites 
located in the untranslated 
regions of GAM3536 78 target 
RNA. This complementary binding 
is due to the partial or full 
complementarity between the 
nucleotide sequence of 
GAMS 53 6 7 8 RNA and the 
nucleotide sequence of each of 
the target binding sites. As an 
illustration, Fig. 1 shows 
three such target binding 
sites, designated BINDING SITE 
I, BINDING SITE II and BINDING 
SITE III, respectively. It is 
appreciated that the number of 
target binding sites shown in 
Fig. 1 is only illustrative and 
that any suitable number of 
target binding sites may be 
present. It is further 
appreciated that although Fig. 
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1 shows target binding sites 
only in the 3 ' UTR region, these 
target binding sites may 
instead be located in the 5 ' UTR 
region or in both the 3 ' UTR and 
5' UTR regions. The 
complementary binding of 
GAM353678 RNA, herein 
designated GAM RNA, to target 
binding sites on GAM353678 
target RNA, herein designated 
GAM TARGET RNA, such as BINDING 
SITE I, BINDING SITE II and 
BINDING SITE III, inhibits the 
translation of GAM353678 target 
RNA into respective GAM353678 
target protein, herein 
designated GAM TARGET PROTEIN, 
shown surrounded by a broken 
line. It is appreciated that 
the GAM3536 78 target gene, 
herein designated GAM TARGET 
GENE, in fact represents a 
plurality of GAM3536 78 target 
genes. The mRNA of each one of 
this plurality of GAM353678 
target genes comprises one or 
more target binding sites, each 
having a nucleotide sequence 
which is at least partly 
complementary to GAM3536 78 RNA, 
herein designated GAM RNA, and 
which when bound by GAM3 536 78 
RNA causes inhibition of 
translation of the GAM353678 
target mRNA into a 
corresponding GAM353678 target 
protein. The mechanism of the 
translational inhibition that 
is exerted by GAMS 53 6 7 8 RNA, 
herein designated GAM RNA, on 
one or more GAM353678 target 
genes, herein collectively 
designated GAM TARGET GENE, may 
be similar or identical to the 
known mechanism of 
translational inhibition 
exerted by known miRNA 
oligonucleotides. The 
nucleotide sequence of 
GAM353678 precursor RNA, herein 
designated GAM PRECURSOR RNA, 
its respective genomic source 
and genomic location and a 
schematic representation of a 
predicted secondary folding of 
GAM353678 folded precursor RNA, 
herein designated GAM FOLDED 
PRECURSOR RNA are set forth in 
Tables 3-4, hereby incorporated 
herein. The nucleotide 
sequences of a "diced" 
GAM353678 RNA, herein 



Application No. 10/709,691 



Docket No. 050992.0400.01USCP 



designated GAM RNA, from 
GAM353678 folded precursor RNA 
are set forth in Table 5, 
hereby incorporated herein. The 
nucleotide sequences of target 
binding sites, such as BINDING 
SITE I, BINDING SITE II and 
BINDING SITE III of Fig. 1, 
found on GAM3536 78 target RNA, 
herein designated GAM TARGET 
RNA, and a schematic 
representation of the 
complementarity of each of 
these target binding sites to 
GAM353678 RNA, herein 
designated GAM RNA, are set 
forth in Tables 6-7, hereby 
incorporated herein. It is 
appreciated that the specific 
functions and accordingly the 
utilities of GAM353678 RNA are 
correlated with and may be 
deduced from the identity of 
the GAM3536 78 target gene 
inhibited thereby, and whose 
functions are set forth in 
Table 8, hereby incorporated 



Table 3, lines 1279-1280, shows data relating to the source and 
location of the GAM oligonucleotide, specificaly the GAM 
PRFCRSOR (hairpin) and its position in the genomic sequence of 
human. 



GAM NAME PRECUR GAM ORGANISM 
SOR 

SEQ-ID 



GAM353678 4233864 Human 



Replace paragraph 0156 with the following paragraph. 

The nucleotide sequences of GAM PRECURSOR RNAs, and a 
schematic representation of a predicted secondary folding of GAM 
FOLDED PRECURSOR RNAs, of each of a plurality of GAM 
oligonucleotides described by Fig. 1 are set forth in Table 4, hereby 
incorporated herein. Table 4 lines 2384-2388. shows a schematic 
representation of the GAM folder precursor as set forth in SEP ID 
NO:348 . beginning at the 5' end (beginning of upper row ) to the 3' 



-8- 



Application No. 10/709,691 



Docket No 05 'W2.0400.01USCP 



end (beginning of lower row ). where the hairpin loop is positioned at 
the right part of the drawing. 

After paragraph 0156, add the following Table 4. 



GAM PRE GAM PRECURSOR 

CUR ORGA 
NAME SEQ NISM SEQUENCE 



GAM FOLDED PRECURSOR RNA 



423 H 



ACACTGTGGTTTGTACC CCI CICCCGCCC AGCA CACA TGTGGTTTG AC GGC 

\AACCA GGA GGGGGTGGG TTGT GTGT ACACCAAAC TG CCG 

CACTGTGGTGTTAGAGCGAG - AGCGAGA G C C CA GT 



Replace paragraph 0157 with the following paragraph. 

The nucleotide sequences of "diced" GAM RNAs of each of a 
plurality of GAM oligonucleotides described by Fig. 1 are set forth in 
Table 5, hereby incorporated herein. Table 5 . line 1276 shows the 
mature GAM RNA as set forth in SEP ID NO: 348 as sliced by 
DICER from the GAM PRECURSOR sequence (hairpin) as set 
forth in SEQ ID NO: 4233864. 

After paragraph 0157, add the following Table 5. 



GAM NAME GAM ORGANISM GAM RNA SEQUENCE 



GAM3 536 78 Human 



CAGCAGCACACTGTGGTTTGTA 
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Replace paragraph 0158 with the following paragraph. 

The nucleotide sequences of target binding sites, such as BINDING 
SITE I, BINDING SITE II and BINDING SITE III that are found 
on GAM TARGET RNAs of each of a plurality of GAM 
oligonucleotides that are described by Fig. 1, and a schematic 
representation of the complementarity of each of these Target 
binding sites to each of a plurality of GAM RNAs that are described 
by Fig. 1 are set forth in Tables 6-7, hereby incorporated herein. 
Table 6 shows data relating to the SEQ ID NO of the GAM target 
binding site sequence of the target gene name as bound by the GAM 
RNA as set forth m SEQ ID NO: 348. Table 6. lines 3688165. 
767082. 762322 and 763042 related to target binding site SEP ID 
NO: 1810388. 673420. 671402 respectively. 



After paragraph 0158, add the following Table 6, paragraph, and Table 7. 



TARGET BINDING TARGET TARGET 
SITE SEQ-ID ORGANISM 



1810388 
673420 
671402 
671042 



Human 
Human 
Human 
Human 



MGAT5 
SERPINH1 
SERPINH1 
SERPINH1 



TARGET BINDING SITE 

SEQUENCE 
CACCATGCTGCTG 
AAACTAGGTGCTGCAG 
ATACCATGATGCTG 
CTATAAAACTAGGTGCTGCAG 



Table 7, lines 312839-313773 shows dai 
binding site of GAM oligonucleotides. 



relating to target genes and 



- Hum CAGCAGCA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



AAACCAAA 
CTTATGCA 
GCTG 



AAACCAAA 
CTTATGCA 
GCTG 



NC_004431 f " 



NC 004741 f . 
" UP rem 24940 xn. 
19 to 24952 2a 



CFT073 
Shigell 



A C TA A 

AAACCA A T TGC GCTG 
TTTGGT T A ACG CGAC 

ATG G C C- A 



A C TA A 
AAACCA A T TGC GCTG 
TTTGGT T A ACG CGAC 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_000962 f 
rom 29078 
24 to 29101 



AAACC TGCTGC G 

TTTGG ACGACG C 

ATG TGTCAC A 
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GAM3 5 Hum CAGCAGCA 
36 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_002945 f 
rom 28752 
74 to 28776 



Mycobac 

subs p 

AF21 
22/97 



NC_004431 f ' 



AAACC TGCTGC G 

TTTGG ACGACG C 

ATG TGTCAC A 



C TTC- T 

AAACC T TGCTGCT 
TTTGG G ACGACG A 

ATG T TCAC C 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



AAACC GAT 
GCAGTGCG 
GCTG 



AAACC SAT 
GCAGTGCG 
GCTG 



NC_004337 f ; 
rom 4080 [ 
59 to 40934 \ 



^ NC_004741 f , 
60 to 



301 
Shigell 



AT CAG G 

AAACC G G TGC GCTG " 
TTTGGT C ACG CGAC 

ATG GT AC- A 

AT CAG G 

AAACC G G TGC GCTG 
TTTGGT C ACG CGAC 

ATG GT AC- A 



XI CAGCAGCA 
CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



AAACC CAT 
GCCGTGCG 
GCTG 



AAACCGCC 
CCCAGTCT 
GCTG 



AAACCAAT 
TGAATCAT 
GCCGCTG 



4431 f ■ 
= 4 /c 



:_003197 f 
>m 40044 
i to 40057 



Salmone . 
11a t " 
yphimur 



:_002947 f ' 
>m 48716 
> to 48729 1 



, ningiti 
' dis Z 
2491 



:_003143 f . 
>m 23364 
I to 23374 ; 
! ( + ) 
:_004088 f ■ 
>m 24820 , 
. to 24830 ■ 

:_004431 f 
>m 15586 
. to 15591 



AAACGCAT 
GTTCATGC 
GCTG 



:_002516 f 
>m 55041 
) to 55050 



; KIM 

chia" 1 3 
coli 
CFT073 

Pseudom ^ 



AT CCG G 

AAACC G G TGC GCTG 
TTTGGT C ACG CGAC 

ATG GT AC- A 

CCCCAG - 

AAACC GC T A 

CTGCTG TTTGGTG 
A GACGAC ATG 
TCAC— C 

GCC - C 

AAACC G T TGC GCTG 
TTTGGT A ACG CGAC 

ATG GTC C A 

G ATTGAATCA C 

AAAC A TGC A 

GCTG TTTG T 

ACG CGAC ATG 

G GTCAC A 

G G AAAC 

ACG GCTGCTG TTTG 
TGT C GACGAC ATG G 

CACA 

G G AAAC 

ACG GCTGCTG TTTG " 

TGT C GACGAC ATG G 

CACA 



AAAC ATA T CTGCTG 
TTTG TGT A GACGAC 
ATG G CAC C 

G T CA - 

AAAC CATG T TGC 
GCTG TTTG GTGT A 

ACG CGAC ATG - C 



' ^' A01 
:_000922 f Chlamyd 3 
>m 11154 ophil a 
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27 to 11162 pneumon 
99 (-) iae 

CWL029 



TGCTGCT TTTG 
; ACGACGA ATG 
GT TCAC C 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



XI CAGCAGCA 
CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



AAACGCTC 
CGTATACT 
GCTGCTA 



AAACTAAT 
CGACAGTT 
GCTGCG 



AAACTAAT 
CGACAGTT 
GCTGCG 



AAACTCAG 
GCTGGCAA 
GCTGCTG 



AAATCAGT 
TGTACTTG 
TTGCTG 



^ NC 002491 f Ch ^7 d 3 
rom 11131 °P h:Ll a 



27 to 11139 



NC_004337 f 
3 rom 39477 
08 to 39487 
00 ( + ) 



J138 
Shigell _ 



Shigell 
NC_004741 f a fie 3 
S rom 38245 xneri 
94 to 38255 2a str 
77 (-) . 2457T 



NC_004337 f 
° rom 15575 
27 to 15585 



Shigell 3 



NC_003197 f ' 
3 rom 43877 ; 
27 to 43881 ' 



NC_003197 f 
3 rom 25516 
51 to 25525 



11a t " 
yphimur 



GC CCGTATAC 
A AAAC T A 
TGCTGCT TTTG 
ACGACGA ATG 

GT TCAC C 

ATCGACAGT 
AAAC T A 
TGCTGC G 
TTTGGT 

ACGACG C ATG 

GTCAC A 

ATCGACAGT 
AAAC T A 
TGCTGC G 
TTTGGT 

ACGACG C ATG 

GTCAC A 

G A 

AAAC T A G TGCTGC G 
TTTGGT T ACGACG C 
ATG G CAC A 

T G C GCAA 
AAAC CA G TG A 
GCTGCTG TTTG GT T 

\.C CGACGAC ATG 
G C A 



AAA C TGCTGCT 
TTT G ACGACGA 
ATG G TGTCAC C 

GTTGTACT T 

AAATCA TG 
TGCTG TTTGGT 

AC ACGAC ATG 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



NC_004431 f ■ 
3 rom 44392 
60 to 44402 



AA C 

TGCTGCTG TT G 

ACGACGAC ATG T G 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



NC_003197 f ' 



AA Z TGCTGCT 
TT G ACGACGA 
ATG T GTGTCAC C 



GAM3 5 Hum CAGCAGCA 



NC_003198 f ' 
7 rom 36072 ' 
04 to 36081 ' 



Typhi 
Salmone 



NC_004631 f . 
Y rom 35928 : 
64 to 35937 . 



AA C TGCTGCT 
TT G ACGACGA 
ATG T GTGTCAC C 



AA C TGCTGCT 
TT G ACGACGA 
ATG T GTGTCAC C 
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GAM3 5 Hum CAGCAGCA 



AAGCCGGT 
TGCGGTGC 
TGCTG 



GTTGCGG 

AAGCCG 

TGCTGCTG 
TTTGGT 

ACGACGAC ATG 
GTCAC — 



m CAGCAGCA 
CACTGTGG 
TTTGTA 



AATCCACT 
CCGTGTTG 
CTG 



T TCC T 1 

CCAC GTG TGCTG I! 
GGTG CAC ACGAC ATG 
TCA G 



n CAGCAGCA 
CACTGTGG 
TTTGTA 



AATCCACT 
CCGTGTTG 
CTG 



NC_004631 f : 



T TCC T 1 

CCAC GTG TGCTG i: 
GGTG CAC ACGAC ATG 
TCA G 



•n CAGCAGCA 
CACTGTGG 
TTTGTA 



NC 004431 f ' 
" UP rem 27953 ' 
90 to 27966 



A C A TGCTGCT 
T G T ACGACGA 
ATG TT G GTCAC C 



n CAGCAGCA 
CACTGTGG 
TTTGTA 



NC 004741 f i 
" UP rom 24940 : 
19 to 24952 



A C A TGCTGCT 
T G T ACGACGA 
ATG TT G GTCAC C 



GAM3 5 Hum CAGCAGCA 



ACGATGGT 
GTACTGCT 
GCTT 



NC_000962 f 
3 rom 9135 
56 to 91419 



Mycobac _ 
teriu m " 
tubercu 



— G TAC 

T AC ATGGTG A 
TGCTGCT T G 

TGTCAC ACGACGA ATG TT 



m CAGCAGCA 
CACTGTGG 
TTTGTA 



xl CAGCAGCA 
CACTGTGG 
TTTGTA 



n CAGCAGCA 
CACTGTGG 
TTTGTA 



Xy occac 



NC_002945 f 
3 rom 9143 
88 to 91502 



AF21 

22/97 



ACTGCTGC 



NC_004631 f 
3 rom 41292 
15 to 41316 



62 



( + ) 



T AC ATGGTG A 
TGCTGCT T G 

TGTCAC ACGACGA ATG TT 



NC_003198 f ' 



ATG TT GTGTCAC 



Typhi 
Salmone 
11a e 
nterica 3 



ATG TT GTGTCAC 



Typhi 
Ty2 

z NC_002677 f Mycobac 3 
rom 20147 teriu m 



AGA ATG TG 
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GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 

GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 

GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



AGACCATG 
AAGAACTG 
GCTGCTG 



AGACCATG 
AAGAACTG 
GCTGCTG 



* ' H3 7RV 

: 002945 f ^ erlU m 3 

>m 28752 b °^ S 

I to 28776 ^ UbS P 

46 <"> afIi 3 

22/97 

n NC 003143 f „ . . 3 

f P rem 42896 YerSlnl 

50 to 42908 ^. PSS 

97 (-) tlS 

NC_004088 f Yersini 3 

q P rom 4546 a pes 

77 to 45604 tis KIM 
7 ( + ) 

Chlamyd 

fts NC_000922 f ophil a 3 

rom 11154 pneumon 

27 to 11162 iae 

99 (-) CWL029 

^ NC 002491 f Ch ^7 d 3 

f 3 rom 11131 ° phl1 a 

27 to 11139 pneUm ° n 

99 (-) 

( ' J138 

SER 3 

PIN NM_001235 Human 



AA AACTG 
AGACCATG G A 
GCTGCTG TTTGGTGT 
: CGACGAC ATG 



AA AACTG 
AGACCATG G A 
GCTGCTG TTTGGTGT 
: CGACGAC ATG 



" AG CT 

TGCTGCTG TT GG 

ACGACGAC ATG T 
TGTCAC 

_ AG CT 

TGCTGCTG TT GG 

ACGACGAC ATG T 
TGTCAC 



ACCA GCTGCTG T 

TGGT CGACGAC ATG T 

GTCACA 



ACCA GCTGCTG T 

TGGT CGACGAC ATG T 
GTCACA 

T A A 

ACCA TG TGCTG T 

TGGT AC ACGAC ATG T 

GTCAC G 



ira i 

NC_004342 f nterrog 3 



ATG TT TGTCAC 



CAAAAACG 
GTCTGCCG 
CTG 



CAAAAGCT 
TTTCGCTT 
GCGGCTG 



_ NC_002929 f 
= rom 9264 
07 to 92777 



CAAAAGTC 
GTCCTGTG 
CGGCTG 

CAAACAGG 
CTGCTGCT G A 



NC_004310 f 
3 rom 2107 
63 to 21227 



56601 



1330 



AT 



GG 



t NC_004337 f Shigell 3 



— GCT TTCGCT G 
CAAA A T TGC A 

GCTG GTTT T A 

ACG CGAC AT GG 
GTC C A 

— GTCGTCCTG G 
CAAA A TGC A 

GCTG GTTT T 

ACG CGAC AT 

GG GTCAC A 

- G C— CAAAC A 
A G TGCTGCTG GTTTG 
T T ACGACGAC AT G 
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GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



. 301 
Shigell 
NC_004741 f a fie 3 
L rom 40526 xneri 
85 to 40539 2a str 
38 (-) . 2457T 



- G C— CAAAC 
A G TGCTGCTG GTTTG 
T T ACGACGAC AT G 
G CAC 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAAACATC 
ATGGTTGC 
TGTTG 



:_oooii7 f 

>m 8992 
; to 90029 



Chlamyd 3 



- CA GT T 
CAAAC AT TG TGCTG A 
TG GTTTG TG AC 
ACGAC AC AT G TC 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 

GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 

GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 



:_002947 f 
>m 5821 ' 
i to 58405 1 
( + ) 

:_oooii7 f 

>m 8992 
i to 90029 
( + ) 

:_002947 f ■ 
:~ 193/5 
) to 19329 1 



Chlamyd 3 
ia tr 
achomat 



CAAACCGC 
AGTACTGG 
TGCTG 



CAAACTCT 
TTTTCTTC 
TGCTG 



:_002677 f 
>m 14230 
i to 14265 



:_004342 f 
>m 481 
i to 48832 



Mycobac 3 
teriu m 

Leptosp 



= ssz: 

Cal-.cr.e 



:_003198 f ; 
>m 25054 - 
i to 25056 ' 



Typhi 
: Shigell , 



. 301 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GC G- - 
CAAACCA G T CTGCTG 
GTTTGGT C A GACGAC 
IT GT AC C 



CAAACCA TG TGCTG 

GTTTGGT AC ACGAC 

IT GTCAC G 

ACCC- 
CAAACCG TGCTGCTG 
GTTTGGT ACGACGAC 
IT GTCAC 

AC G 

CAAACCGCAGT TG TGCTG 
GTTTGGTGTCA AC ACGAC 
IT C- G 



C TT TC T 
CAAACT T T T CTGCTG 
GTTTGG G A A GACGAC 
T T TC C- C 



G CAAA 

CAC TGCTGCTG GTTT 

GTG ACGACGAC AT G 
TCAC 



G CGC — 
CAAA C G TGC GCTG 
GTTT G C ACG CGAC 
AT G TGT AC A 

G CGC — 
CAAA C G TGC GCTG 
GTTT G C ACG CGAC 
AT G TGT AC A 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



:_004741 f i 
>m 4078 : 
) to 40914 



G CGC — 
CAAA C G TGC GCTG 
GTTT G C ACG CGAC 
AT G TGT AC A 



GAM35 Hum CAGCAGCA CAAAGCCT pilNC_002947 f Pse 



G C TT TTCGG 
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GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAAAGCGT 
CATGTAAT 
GCTTGCTG 



_ NC_003197 f 
3 rom 25516 
51 to 25525 



Salmone _ 
11a t " 
yphimur 



CAAA C T T 

GCTGCTG GTTT G G 
A CGACGAC AT G 

T TC C A 

G CA TAA T 
CAAA CGT TG TGCT 
GCTG GTTT GTG AC 
ACGA CGAC AT G 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAAATCCC 
CAGTTGTG 
CTG 



NC_004431 f ' 
' rom 35428 ' 
71 to 35436 



C CAGT - 
CAAATC C TG TGCTG 

GTTTGG G AC ACGAC 
VT T TCAC G 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAACACAT 
TACTGCTT 
GCTCTG 



NC_004337 f 
2 rom 15575 
27 to 15585 



NC_003197 f 
2 rom 1942 
01 to 19499 



2a str 
. 301 
Salmone _ 
11a t " 
yphimur 

T2 



ACGA GAC AT 



CAA C AC TGC GCTG 

GTT G TG ACG CGAC 
il T G TCAC A 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 



GAM3 5 Hum CAGCAGCA 



NC_003198 f ' 
' rom 1963 ' 
89 to 19718 ' 



Typhi 
Salmone 



NC_004631 f : 



19717 rica 



-yp.-.i 
Ty2 



= NC_002947 f ' 
' rom 51847 
42 to 51864 1 



CAA C AC TGC GCTG 

GTT G TG ACG CGAC 
iT T G TCAC A 



CAA C AC TGC GCTG 

GTT G TG ACG CGAC 
\I T G TCAC A 



- - GCAGT CAA C 
TGCTGCTG GTT G 
AC GAC GAC AT T G 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAACAGTT 
TCTTGGTC 
TGCTG 



NC_002745 f 



- - GTT CTTGG - 
CAA CAT T 
CTGCTG GTT G T A 
A GACGAC AT T G 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAACAGTT 
TCTTGGTC 
TGCTG 



CAACAGTT 
TCTTGGTC 
TGCTG 



N315 
Staphyl 



NC_0 02 75 8 f 
n rom 22879 
35 to 22953 



NC_003923 f 
a rom 22380 
83 to 22401 



Mu50 

Staphyl 3 



- - GTT CTTGG - 
CAA CAT T 

CTGCTG GTT G T A 

A GACGAC AT T G 
GTC C C 

- - GTT CTTGG - 
CAA CAT T 

CTGCTG GTT G T A 

A GACGAC AT T G 
GTC C C 
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GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAACCCAC 
CAGCACTG 
CTGCG 



_ NC_002947 f 
3 rom 3151 

84 to 31598 ^,da 



NC_000962 f 



C CAGCAC 
CAA CCAC TGCTGC A 

G GTT GGTG 

ACGACG C AT T 
TCAC — A 

CAA 

CCGC TGCTGCTG GTT 

GGTG ACGACGAC AT T 
TCAC 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



. NC 002945 f 
f 2 ° rem 9143 
88 to 91502 



NC_004431 f 
rom 14763 
06 to 14773 



AF21 
22/97 
Escheri . 

CFT073 



CAACCGTC 
GGTGATGC 
TCTG 



NC_002929 f Bordete 3 
5 rom 30858 11a p 
65 to 30984 ertussi 



CAA 

CCGC TGCTGCTG GTT 

GGTG ACGACGAC AT T 
TCAC 



CAA CCG TGCTGC G 

GTT GGT ACGACG C 

AT T GTCAC A 

- C GTGA 
CAA CCGT G TGCT A 

CTG GTT GGTG C 

ACGA GAC AT T T 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_003197 f ' 



CAA CC TGC GCTG 

GTT GG ACG CGAC 

AT T TGTCAC A 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_003198 f ' 
' rom 1963 ' 
89 to 19718 ' 
3 (-) 



CAA CC TGC GCTG 

GTT GG ACG CGAC 

AT T TGTCAC A 



Typhi 
Salmone 
11a e 

NC_004631 f nterica 3 
^ PS rom 1963 ente 
80 to 19717 rica 
4 (-) serovar 
Typhi 
Ty2 

NC_002929 f Bordete 3 
rom 14417 11a p 
67 to 14429 ertussi 
21 (+) s 

NC 004431 f E f cheri 3 
SSe rom 29224 Ch ^ a 
56 to 29232 



CAA CC TGC GCTG 

GTT GG ACG CGAC 

AT T TGTCAC A 



CG A CAA 

CCA GCTGCTG GTT " 

GGT CGACGAC AT 

T- GTCAC A 

A 

CAAGCCA T CTGCTG " 

GTTTGGT A GAC GAC 

\J GTCAC C 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_002947 f " 
C rom 24069 ' 
96 to 24085 1 



CAAGCC TGCTG TG 

GTTTGG AC GAC AC 

\T TGTCAC G 
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GAM3 5 Hum CAGCAGCA 
36 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_000962 f ^ 



NC 002945 f 3 
3 rem 22751 b °^ S 
82 to 22758 " UbS P 

- <+> sir 

22/97 

_ NC_002929 f Bordete 3 
= rom 37652 11a p 
57 to 37659 ertussi 



NC_002929 f Bordete 3 
: rom 9264 11a p 
07 to 92777 ertussi 



. NC_002947 f 
= rom 7070 ° n " . 
68 to 70734 



CAAGCC TGC GCTG " 

GTTTGG ACG CGAC 

AT TGTCAC A 

CAAGCC TGC GCTG A 

GTTTGG ACG CGAC 

AT TGTCAC A 

CAAGC 

TGCTGCTG GTTTG 
ACGACGAC AT 
GTGTCAC 

GG 

CAA ACCA TGC fl 

GCTG GTT TGGT 
ACG CGAC AT 
GTCAC A 

GAG-- CAAG 
CA AG T CTGCTG GTTT 
GT TC A GACGAC AT G 
G AC C 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_002745 f 
"rom 22181 
45 to 22255 



N315 
Staphyl 



NC_002758 f 
U rom 22879 
35 to 22953 



Mu50 
Staphyl 



NC_003923 f 
rom 22380 
h 83 to 22401 



NC_004337 f 



NC_004431 f 



MW2 

Shigell , 



chia " 

coli 

CFT073 



T A A A 

CAA A CA TGC GCTG 

GTT T GT ACG CGAC 

VT - G GTCAC A 



T A A A 

CAA A CA TGC GCTG 

GTT T GT ACG CGAC 

il - G GTCAC A 



T A A A 

CAA A CA TGC GCTG 

GTT T GT ACG CGAC 

IT - G GTCAC A 



T— GC CC CAA 
A G TGCTGCTG GTT 
T C ACGACGAC AT 
TGG GT AC 

T — GC CC CAA 
A G TGCTGCTG GTT 
T C ACGACGAC AT 
TGG GT AC 



xi CAGCAGCA 
CACTGTGG 
TTTGTA 



19 to 24952 2a 



T — GC CC CAA 
A G TGCTGCTG GTT 
T C ACGACGAC AT 
TGG GT AC 
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GAM3 5 Hum CAGCAGCA CAATATAG 
36 78 an CACTGTGG AAGCTGCT 
TTTGTA GCTA 



Chlamyd 

NC_000922 f ophil a 3 — TA G AGC A 

E rom 12217 pneumon CAA TA A TGCTGCT 

35 to 12222 iae GTT GT T ACGACGA 

95 (+) CWL029 AT TG G CAC C 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CAATATAG 
AAGCTGCT 
GCTA 



CAATCACC 
GGGCCGAT 
GCGGCTG 



NC_002491 f 
def rom 12180 
69 to 12186 



Chlamyd ^ 



_ NC_004431 f ■ 
' rom 35428 
71 to 35436 



TA G AGC A 
CAA TA A TGCTGCT 
GTT GT T ACGACGA 
AT TG G CAC C 

T - C G CCGA G 
CAA C AC G G TGC A 

GCTG GTT G TG C C 

ACG CGAC AT T G T 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

) Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CAAICCCC 
GCTTCCTG 

CTG 



CAATCCCG 
GCCATTTG 
CTCTG 



CAATCCCG 
GCCATTTG 
CTCTG 



CAATCGCA 
GCACTGGT 
GCTG 



NC_002947 f ' 
a rom 8916 ' 
25 to 89371 j 
2 (-) 

NC_002929 f 
rom 12644 
36 to 12663 



79 ( + ) 

NC_003143 f . 
* rom 23364 
49 to 23374 [ 
53 ( + ) 

NC_004088 f 
' rom 24820 
31 to 24830 



3 — T - G A- A CAA 
C A GG T CTGCTG GTT 
G T TC A GACGAC AT T 
v G G AC C 

Bordete 3 — T C C - C CAA 
11a p CC CG T T CTGCTG GTT 

ertussi GG GT A A GACGAC AT T 
S T C C C 

T CG CCATT 
CAA CC G TGCT A 

CTG GTT GG T 

ACGA GAC AT T TG 
CAC — C 



:_004337 f 
>m 25158 
! to 25170 



Yersini 3 
a pes 
tis KIM 

Shigell 3 



T CG CCATT 
CAA CC G TGCT A 

CTG GTT GG T 

ACGA GAC AT T TG 
CAC — C 

T G GCAC- G 
CAA C CA TG TGCTG 

GTT G GT AC AC GAC 

T T - GTCAC G 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CAATCTCA 
CTTTCTGC 
GCTG 



:_002947 f 
>m 7070 ' 
i to 70734 ? 



- T T TT C - 

CAA C CAC T TGC GCTG 
GTT G GTG A ACG CGAC 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CACACAGG 
TCATCCTT 
GCGCTG 



CACAT3TT 
GTACATGC 
TGCTT 



:_002677 f 
>m 15765 
! to 15773 



Mycobac 3 



:_004337 f ' 
>m 25158 ; 
! to 25170 ; 



CA AC A G TGC 
GCTG GT TG T T 

ACG CGAC AT T G 

G CAC A 

— — - T TACA 

T CA C ATG TG 
TGCTGCT GT G TGT 
AC ACGACGA AT TT G 
C C 



:_000962 f 
>m 22912 
' to 22919 

i ( + ) 

:_002945 f ] 
>m 22751 ■ 
! to 22758 : 



Mycobac 3 



tubercu 
los is 
H3 7Rv 



A C 

CA CCA TGCT CTG 

GT GGT ACGA GAC 

AT TT GTCAC C 
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GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



AF21 
22/97 



CACCACCG 
CTAACTGC 
TGCG 



■ — C CTAAC 

CA CCAC G A 
TGCTGC G GT GGTG 
ACGACG C AT TT 
T AC A 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



T CTGCTG G r . 
A GACGAC AT 
TCAC C 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_004631 f I 



35 to 25095 : 



:_002947 f 
i to 58179 



Typhi 
Ty2 

Pseudom 



T CTGCTG G: 
A GACGAC AT 
TCAC C 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GC CC - C 
G TGC GCTG G: 
C ACG CGAC AT 
GT AC A 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



NC_003198 f ' 
7 rom 36072 ' 
04 to 36081 ' 



21 



(-) 



Typhi 
Salmone 
11a e 

NC_004631 f nterica 3 
7 rom 35928 ente 
64 to 35937 rica 



81 



(-) 



Typhi 
Ty2 



Shigell 
NC_004741 f a fie 3 
a rom 20232 xneri 
3 05 to 20248 2a str 
48 (+) . 2457T 



GC CC - C 
G TGC GCTG G: 
C ACG CGAC AT 
GT AC A 



GC CC - C 
G TGC GCTG G r . 
C ACG CGAC AT 
GT AC A 



TGCTGCTG G: 
ACGACGAC AT 
GTCAC 



CA CCAT TGCTGC G 

GT GGTG ACGACG C 
\T TT TCAC A 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



a NC_004337 f Shigell 3 
. rom 14220 a fie 
64 to 14237 xneri 



CA CCAT TGCTGC G 

GT GGTG ACGACG C 
T TT TCAC A 
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GAM3 5 Hum CAGCAGCA 



m CAGCAGCA 
CACTGTGG 
TTTGTA 



. 301 

NC 004337 f sh ^ e11 3 
L rom 14053 
60 to 14062 



17 



(-) 



a str 
301 
Shigell 
NC_004741 f a fie '■ 
rom 19046 xneri 
66 to 19055 2a str 
23 (+) . 2457T 



CA CCAT TGCTGC G 

GT GGTG ACGACG C 
AT IT TCAC A 



CA CCAT TGCTGC C 

GT GGTG ACGACG C 
AT TT TCAC A 



) Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

) Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

) Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CACCCAGC dad 
GTTTGCTG X 
CTT 



NC_002677 f Mycobac 3 
1 rom 14230 teriu m 
14 to 14265 leprae 
47 ( + ) 

NC_002677 f Mycobac 3 
1 rom 32482 teriu m 
68 to 32497 leprae 

28 (-) 

NC_002677 f Mycobac 3 
rom 16482 teriu m 
20 to 16509 leprae 
55 (-) 

NC_002677 f Mycobac 3 
J rom 23433 teriu m 

29 to 23440 leprae 
78 (-) 

NC_004431 f E ^ Cherl 3 
rom 14763 Ch ^ a 
06 to 14773 =° 



TTC- C C 
TGC GCTG G: 
ACG CGAC AT 
TCAC A 

TTC- C C 
TGC GCTG G: 
ACG CGAC AT 
TCAC A 

TTC- C C 
TGC GCTG G: 
ACG CGAC AT 
TCAC A 

TTC- C C 
TGC GCTG G r . 
ACG CGAC AT 
TCAC A 



CA CCA GT TGCTGCT 
GT GGT CA ACGACGA 
AT TT GT C C 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CACCCAGG 
TGTCGCTG 
CTG 



_ NC_000962 f 



— C- G TGTC CA 
CCA G GCTGCTG G: 
GGT T CGACGAC AT 

TT G CACA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



TGTCGCTG 
CTG 



CACSCCAI 
ATGTGTTT 
GTGCTG 



CACGCCAT 
ATGTGTTT 
GTGCTG 



NC_002945 f """t" 1U 3 
~ rom 31232 bo ^ ls 
00 to 31243 ^ P 

18 (+) afIi 3 

22/97 

_ NC_002929 f Bordete 3 
S rom 37652 11a p 
57 to 37659 ertussi 



91 



(-) 



CGACGAC AT 



ipaNC_004337 f f^f 1 3 



■ — T TC— C 
CA CC T TGCTGCT 
GT GG G ACGACGA 
AT TT T TCAC C 

— C TGTGTT - 
CA GCCATA TG 

TGCTG GT TGGTGT 

AC ACGAC AT T 
CAC G 

— C TGTGTT - 
CA GCCATA TG 

TGCTG GT TGGTGT 

AC ACGAC AT T 
CAC G 



TGTGTT 



CA GCCATA 
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CACGCCAT 
ATGTGTTT 
GTGCTG 



(-) 



3:: 



Shigell 
NC_004741 f a fie 3 
rom 19046 xneri 
66 to 19055 2a str 
23 (+) . 2457T 



TGCTG GT TGGTGT 

AC ACGAC AT T 
CAC G 

— C TGTGTT - 

CA GCCATA TG 
TGCTG GT TGGTGT 

AC ACGAC AT T 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



CAGAACAC 
TGTTACCG 
CTGCTG 



CAGAACAC 
TGTTACCG 
CTGCTG 



CAGAACAC 
TGTTACCG 
CTGCTG 



CAGAAGCA 
TGAACATT 
GCTGCTG 



NC_004337 f Shigell 3 
= rom 39477 a 



. 301 



52 



( + ) 



Shigell 
_ NC_004741 f a fie 3 
= rom 38245 xneri 
94 to 38255 2a str 
77 (-) . 2457T 

NC_004337 f Sh i? eil 3 



CAGAAGCA rbs . 
TGAACATT R ; 



:_004741 f : 
>m 38245 : 
i to 38255 . 



CAGA CAC GT 
GCTGCTG GTTT GTG 
A CGACGAC AT G 

T C— A 
-AT TACC 
CAGA CAC GT 
GCTGCTG GTTT GTG 
A CGACGAC AT G 



—AT TACC 
CAGA CAC GT 
GCTGCTG GTTT GTG 
:A CGACGAC AT G 



T C — A 

— G G AACAT CI 
AA CATG TGCTGCTG 

GT TT GTGT 

ACGACGAC AT - G 
CAC — 

— G G AACAT Ci 
AA CATG TGCTGCTG 

GT TT GTGT 

ACGACGAC AT - G 
CAC — 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



:_002516 f ' 
>m 46535 ' 
! to 46543 ' 



CAGAC AT T CTGCTG 

GTTTG TG A GACGAC 
il G TCAC C 



:_002947 f ■ 
>m 58169 
i to 58179 ! 



CAGAC CA TGCTGCT 
GTTTG GT ACGACGA 
IT - GTCAC C 



GAM3 5 Hum CAGCAGCA 



TTTGCTGC 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



:_003198 f ■ 
>m 45373 1 
i to 45375 ( 



Typhi 
Salmone 



:_004631 f : 
>m 45201 i 
. to 45203 : 



- - G C T CAG C 
A G T TGCTGCTG GTT G " 
T T A ACGACGAC AT T G 
G C C 



- - G C T CAG C 
A G T TGCTGCTG GTT G ' 
T T A ACGACGAC AT T G 



Typhi 
Ty2 
: Pseudom 3 
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GAM3 5 Hum CAGCAGCA 



G T T 

CAG CCA G T TGCT CTG 
GTT GGT T A ACGA GAC 
i.T T G C C C 



11a e 

NC_004631 f nterica 3 
P n rom 25087 ente 
35 to 25095 rica 



GTT 

CAG CCA G T TGCT CTG 
GTT GGT T A ACGA GAC 
T T G C C C 



m CAGCAGCA 
CACTGTGG 
TTTGTA 



NC_002929 f Bordete 3 
rom 12644 11a p 
36 to 12663 ertussi 



- G G CCTCG 
CAG TGCTGCTG 
GTT GTT 

AC GAC GAC AT : 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CAGC3CTT 
GGTGATGC 
TGCTG 



CAGGCGCA 
GGGTGTGC 
TGCTG 



NC_003143 f . 
5 rom 45227 

90 to 45233 ] 
80 (-) 

NC_002947 f ' 

3 rom 3151 ' 

84 to 31598 ! 



CG T A CAG 

C TGGTG TGCTGCTG GTT 
G GTCAC AC GAC GAC AT 
TG T 

G G CAGGC CA 
GGTGTGCTGCTG GTTTG GT 
TCACACGACGAC AT 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



n CAGCAGCA 
CACTGTGG 
TTTGTA 



CATACCTC 
CCGCACTG 
CTGCCG 



:_002947 f ' 
>m 43237 
' to 43246 ! 



:_000907 f 
>m 186 
i to 19335 



Haemoph ^ 
influen 



— XT CCGCAC C 

CA ACC C TGCTGC A 

G GT TGG G 

AC GAC G C AT T T 
TCAC— A 

_ T CA ATC 

TGCTGCTG GT TGG 
ACGACGAC AT T 
TGTCAC 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



n CAGCAGCA 
CACTGTGG 
TTTGTA 



CA7CCA7A 
TCGCCATT 
GCTGGTG 



:_002947 f ■ 
>m 5710 
' to 57157 1 



:_004431 f ■ 
>m 44392 
) to 44402 



CCACA GCTGCTG GT 
GGTGT CGACGAC AT 

TT CACA 

— T- TC CCAT 

G CA CCATA G fl 
TGCTG TG GT GGTGT 
C AC GAC AC AT TT 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CATCGCGG 
GCGCGCTG 
CTGCTC 



CATCGCGG 
GCGCGCTG 
CTGCTC 



:_003143 f . 
>m 42896 
) to 42908 ' 



:_004088 f 
>m 4546 
' to 45604 



Yersini 3 
a pes 
tis KIM 



— ICG G CGCGC 

C CA CG G A 
TGCTGCT GT GT T 
ACGACGA AT TTG G 
CAC — C 

TCG G CGCGC 

C CA CG G 7A 
TGCTGCT GT GT T 
ACGACGA AT TTG G 



GAM35 Hum CAGCAGCA CATGTCGG dnaNC_002677 f Mycobac 3 



GT GTGGA 
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> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



) Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CATGTCGG 
TGGTGGAT 
GCTGCTT 



CATGTCGG 
TGGTGGGT 
GCTGCTT 



CATGTCGG 
TGGTGGGT 
GCTGCTT 



14230 terii 
14265 lepr; 



NC_002677 f Mycob, 
71 rom 32482 teriu 
68 to 32497 lepra( 



NC_002677 f Mycobac 3 
J rom 23433 teriu m 
29 to 23440 leprae 



NC_004431 f r 

° mp rom 16245 ° h 

77 to 16255 " 

33 (+) CE 

NC_002929 f Bordete 3 

Z~ rom 14417 11a p 

67 to 14429 ertussi 



TGCTGCT GT TGGT 
: ACGACGA AT T 
GT AC C 

- T GT GTGGA 

T CA GTCG G 
TGCTGCT GT TGGT 
: ACGACGA AT T 
GT AC C 

- T GT GTGGG 

T CA GTCG G 
TGCTGCT GT TGGT 
: ACGACGA AT T 
GT AC C 

- T GT GTGGG 

T CA GTCG G 
TGCTGCT GT TGGT 
: ACGACGA AT T 
GT AC C 



C CCG TGCTGCT 
G GGT ACGACGA 
AT TTT GTCAC C 

T — C CC 

CGG TGCTGCTG G GG 
GTC ACGACGAC AT TTT T 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



NC_002947 f 
C rom 24069 ° n *f , 

_ NC_002677 f Mycobac 
: rom 15765 teriu m 
53 to 15773 leprae 



zZ 



CGACCACC 
GCGTGGTG 
CTG 



NC_002516 f 
2 rom 55041 ' 
20 to 55050 e 
73 ( + ) ' 



C A- - 
CGAACCAC G TGCTG TG 
GTTTGGTG C ACGAC AC 
AT T AC G 

G CGAAC 

TGCTGCTG GTTTG 
ACGACGAC AT 
GTGTCAC 

CCG CGA 
CCAC G GTG TGCTG GTT 
GGTG C CAC ACGAC AT T 
T A G 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



NC_002516 f ' 
"rom 47451 ' 
20 to 47465 ' 
50 ( + ) 



, NC_003197 f 



A01 
3a_-cr.e 



CGA C 

TGCTGCTG GTT G 

ACGACGAC AT T 
GTGTCAC 



CGAGC A TGCTGCT 
GTTTG T ACGACGA 
VT G GTCAC C 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CGAGGGAT 
GTAGTGCT 
GCTC 



CGAGGGAT 
GTAGTGCT 
GCTC 



_ NC_000962 f 
' rom 31666 

81 to 31677 

99 ( + ) 

NC_002945 f ■ 
' rom 31232 ! 
00 to 31243 , 



H3 7Rv 
Mycobac 



GG TA C 
CGAG ATG GTGCTGCT 
GTTT TGT CACGACGA 
\T GG CA C 
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> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



:_002516 f 
■m 47451 
to 47465 



Pseudom ^ 
aerugin 



— — G T — CG 

CCA A TGCTGCTG GT 

GGT T ACGACGAC AT 

TT G CAC 



CCG TGCTGCTG G'. 

GGT ACGACGAC AT 

TT GTCAC 



> Hum CAGCAGCA 
an CACTGTGG 

TTTGTA 

> Hum CAGCAGCA 
an CACTGTGG 

TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



:_002516 f " 
>m 46535 
! to 46543 ' 
(-) 

:_002929 f : 
>m 11447 
I to 11456 

' ( + ) 

:_004431 f 
>m 15586 
. to 15591 



Bordete 3 
11a p 



chia 
coli 
CFT073 



CGTCCACG 
CGGGTGGT 
GCTGCTC 



NC_002929 f : 



CG CCG TGCTGCT 
GT GGT ACGACGA 
AT TT GTCAC C 

TGCTGCTG GT G A 
ACGACGAC AT TT 
GTGTCAC 

— T CGGA 

AT TGCTGCTG GTTT 

TG ACGACGAC AT 
GG TCAC 

— T- CG GTGG 

C CG CCACG G A 
TGCTGCT GT GGTGT 
C ACGACGA AT TT 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



:_002947 f ' 
>m 43237 
' to 43246 1 



:_002516 f 

:~. 4:3 = 3 
. 45413 



Pseudom ^ 



CG CCAT TGCTGCT 
GT GGTG ACGACGA 
AT TT TCAC C 

__ T _ CG CC 

TGCTGCTG GT GG 
ACGACGAC AT TT 
TGTCAC 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



, NC_002677 f 
" rom 20147 

23 to 20169 

54 (-) 

NC_000907 f ' 
jrom 186 ; 

76 to 19335 " 



Mycobac 3 
teriu m 



CG GCC TGCTGCT 
GT TGG ACGACGA 
iT T XGTCAC C 

— T — G C AA 

A TGCTGCTG G TT ' 

T ACGACGAC AT T 

GG GTCAC 

— T - CGC - C 
AAC ACG TGCT CTG G " 
TTG TGT ACGA GAC AT T 

G CAC C 



GAM3 5 Hum CAGCAGCA 
3 6 78 an CACTGTGG 
TTTGTA 



GAM35 Hum CAGCAGCA CTAACCTG 



NC_003198 f 
ell rom 45373 n 
12 to 45375 61 
33 ( + ) ^rovar 
Typhi 

ell NC_004631 f Salmone 3 



— T TGTA — - C 

AACC T CTGCTG G " 

TTGG A GAC GAC AT T 

TGTCAC C 
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TATCTGCT G 



AACC T CTGCTG G 

TTGG A GACGAC AT T 

TGTCAC C 



Typhi 
Ty2 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



:_003143 f , 

>m 45227 ; 

) to 45233 I 
) (-) 

:_002516 f " 
>m 46395 

. to 46413 ' 



— T - TGCC— C A CC 

TGCTGCTG G T GG " 
ACGACGAC AT T T 
TGTCAC 



C AGCC TGCTGCT 
G TTGG ACGACGA 
AT T TGTCAC C 



m CAGCAGCA 
CACTGTGG 
TTTGTA 

m CAGCAGCA 
CACTGTGG 
TTTGTA 



m CAGCAGCA 
CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 

j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



j Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



CICG33TT 
TCTTGCTG 

CTG 



:_002947 f ' 
>m 5710 

' to 57157 1 
( + ) 

:_002929 f : 

>m 30858 . 

> to 30984 i 



:_002947 f ' 
>m 8916 ' 
> to 89371 ! 



NC_003143 f . 
i rom 3783 
31 to 37887 ' 
6 ( + ) 
NC_004310 f 



:_004431 f 
>m 29224 
i to 29232 



:_000922 f ■ 
>m 12217 ] 
> to 12222 . 



Brucell 
1330 



CFT073 
Chlamyd 



TGCTGCTG G GG 
ACGACGAC AT TTT 
TGTCAC 

— T — G GTT CT C C 
G T TGCTGCTG G G 
T A ACGACGAC AT TTT 



C GACC TGCTGCT 
G TTGG ACGACGA 
AT T TGTCAC C 



C G CC TGCTGCT 
G T GG ACGACGA 
AT T T TGTCAC C 
— T - G T 

C G C TGCTGCT 
G T G ACGACGA 
AT T T GTGTCAC C 



C ACT TGCTGCT 
G TGG ACGACGA 
AT TT TGTCAC C 



C CC TGCTGCT 
G GG ACGACGA 
AT TTT TGTCAC C 



> Hum CAGCAGCA 
an CACTGTGG 
TTTGTA 



:_002491 f 
>m 12180 
> to 12186 



Chlamyd 
ophil a 
pneumon 



C CC TGCTGCT 
G GG ACGACGA 
AT TTT TGTCAC C 



Replace paragraph 0159 with the following paragraph. 

It is appreciated that the specific functions and accordingly the 
utilities of each of a plurality of GAM oligonucleotides that are 
described by Fig. 1 are correlated with and may be deduced from the 
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identity of the GAM TARGET GENES inhibited thereby, and 
whose functions are set forth in Table 8, hereby incorporated herein. 
Table 8 . lines 685695-687709 shows data relating to the function and 
utilities of GAM RNA as set forth m SEP ID NO: 348. 



After paragraph 0159, add the following Table 8. 



Table 8 



GAM GAM RNA GAM TAR TARGET 

NAME SEQUENCE ORGAN GET ORGANISM 
ISM 



GAM FUNCTION 



GAM3 5 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



GAM3536 78 is a human miRNA-like i 
oligonucleotide, which targets biotin 
carboxylase (accC, NC_002929 from 926407 
to 927777 (+)), a bacterial target gene 
encoded by the Bordetella per tussis 
genome, as part of an anti-bacterial host 
defense mecha nism. accC BINDING SITE 1 
and accC BINDING SITE 2 are bacterial targ 
et binding sites that are found in the 
untranslated regions of mRNA encoded by 
the accC gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1 . The nucleotide sequences of accC 
BINDING SITE 1 and accC BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. A function of 
GAM353678 is to inhibit accC, a GAM353678 
bacter ial target gene which is associated 
with Bordetella pertussis infection, as 
part of an anti-bacterial host defense 
mechanism . Accordingly, the utilities of 
GAM353678 include the diagnosi s, 
prevention and treatment of Bordetella 
pertussis infection and associated 
clinical conditions 



GAM353678 i; 
oligonucleot 
dehydrogena; 
NC_002947 fi 
) ) , a bactei 



.n miRNA-1: 
iich target 



:eK BINDING SITE 1 ; 



BINDING SITE 2 an 
binding sites that 
untranslated regie 
the aceK gene, coi 



BINDING SITE 



:eK BINDING SITE ; 
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GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human a.:oR Ps; 



adomon 
lerugi 
i PA01 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



GAM353678 
preventioi 
putida K T244I 
clinical cond: 
GAM353678 is , 

:ipti< 



NC_( 



f re: 



Ps eudomonas aeri 
part of an anti-] 

BINDING SITE 2 a: 

untranslated reg 
the acoR gene, c. 

BINDING SITE II . 



iginosa PA01 c 

1INDING SITE : 
e bacterial t 



>ns of mRNA encoded b; 
rresponding to target 
:h as BINDING SITE I, 
: BINDING SIT E III of 
Fig. 1. The nucleotide sequences of aco] 
BINDING SITE 1 and acoR BINDING SITE 2 
and the complementary secondary st ructi 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6 



ated t 



:iated clinic 



. Anotl 



uginosa PA01 



eby 



GAM353678 is a human miRNA-like i 
oligonucleotide, which targets aerotaxis 
receptor Aer-2 (aer-2, NC_002947 from 

2406996 to 2408561 (-)), a bacterial 
target gene encoded by the Pseudom onas 
putida KT2440 genome, as part of an anti- 
bacterial host d efense mechanism, aer-2 
BINDING SITE 1 and aer-2 BINDING SITE 2 
are bacterial ta rget binding sites that 
are found in the untranslated regions of 
mRNA encoded by the aer-2 gene, 
corresponding to target bin ding sites 
such as BINDING SITE I, BINDING SITE II or 
BINDING SITE III of Fig. 1. The nucleotide 
sequences of aer-2 BINDING SITE 1 and aer- 
2 BINDING SITE 2, and the complementary 
seconda ry structure to the nucleotide 
sequence of GAM353678 RNA are s et forth 
in Tables 6-7, hereby incorporated herein. 
Another function of GAM353678 is to 
inhibit aer-2, - 3AM353678 bacterial 



;ed v 



'2440 



GAM3536 78 : 



36 78 CACTGTGG 
TTTGTA 



Human amtB 
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mRNA <E 
corresponding t 

[NG 
icleot: 



:ranslated regie 
; amtB gene, 



of F: 



BINDING SITE II or 
g. 1. The 

amtB BINDING SITE 



1 and amtB BINDING SITE 2, and the 
complementary secondary st ructure to 
nucleotide sequence of GAM3536 78 RNA a 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function 



i Shigella flexne ri 



GAM3 5 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



amtB Escherich 
ia coli C 
FT073 



and associated clir 
GAM3536 78 is a hum; 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human amtB Shigella 



:a :ondi t 
i miRNA-lil 



oligonucleotide, which targets Probable 
ammonium transporter (amtB, NC_004431 from 

547616 to 548902 (+)), a bacterial 
target gene encoded by the Esc herichia 
coli CFT073 genome, as part of an anti- 
bacterial host defense mechanism. amtB 
BINDING SITE 1 and amtB BINDING SITE 2 are 
bacterial targ et binding sites that are 
found in the untranslated regions of mRNA 
encoded by the amtB gene, corresponding It- 
target bindin g sites such as BINDING SITE 
I, BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of amtB 
BINDING SITE 1 and amtB BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit amtB, a GAM353678 
bacterial target gene which is associated 
with Escherichia col i CFT073 infection, 
as part of an anti-bacterial host defense 
mechanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Escherichia 
coli CFT07 3 infection and associated 
clinical conditions 

GAM353678 is a human miRNA-like 1 
oligonucleotide, which targets probable 
ammonium transporter (amtB, NC_004741 from 



al 



r ? et ? er.t 



. gella 



mtB BINDING SITE : 



BINDING SITE 



riding s 



mRNA encoded by the amtB gene, 
corresponding to target bindin g sites 
such as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of amtB BINDING SITE 

1 and amtB BINDING SITE 2, and the 
complementary secondary st ructure to the 
nucleotide sequence of GAM3536 78 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit amtB, a :,AI 3 3( 78 
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Shigella flej 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human arcs Xe: 



(aroA, NC_003116 from 1557502 to 
1558803 (+)), a bacterial target gene 
enc oded by the Neisseria meningitidis 
Z2491 genome, as part of an anti- 
bacterial host defense mechanism. aroA 
BINDING SITE 1 and aroA BINDING SITE 2 are 
bacterial targ et rinding sites that are 
found in the untranslated regions of mRNA 
encoded by the aroA gene, corresponding to 
target bindin g sites such as BINDING SITE 
I, BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of aroA 
BINDING SITE 1 and aroA BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit aroA, a GAM353678 

with Neisseria merlin gitidis Z2491 
infection, as part of an anti-bacterial 
host def ense mechanism. Accordingly, the 
utilities of GAM353678 includ e the 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



of 



■'■■■>'■ 



and associated cli 
GAM353678 is a human miRNA-like 1 
oligonucleotide, which targets 3- 
dehydroquinate dehydratase (aroD, 
NC_004342 from 48128 to 48832 (- 

) ) , a bacterial target gene encoded by the 
Lept ospira interrogans serovar lai str. 
56601 genome, as part of a n anti- 
bacterial host defense mechanism. aroD 
BINDING SITE 1 and aroD BINDING SITE 2 are 
bacterial targ et binding sites that are 
found in the untranslated regions of mRNA 
encoded by the aroD jene, corresponding to 
target bindin g sites such as BINDING SITE 
I, BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of aroD 
BINDING SITE 1 and aroD BINDING SITE 2, 



.pie: 



:■:..::; c -:\ 



.r.le 



se x;. 



, .., ... 



GAM" ; 

36 78 CACTGTGG 
TTTGTA 



Human aroH Shigella 



of Leptospira 
i str. 56601 :' 
ilinical condit 



GAM353678 is a 
arabinoheptulos 



^-phosphate syrith; 
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(aroH, NC_004337 frc 



. fie: 



.al 



host defense mechanism. aroH BINDING SITE 
1 and aroH BINDING SITE 2 are bacterial 

the untranslated regions of mRNA encoded 
by the aroH gene, corresponding to target 
bindin g sites such as BINDING SHE I, 
BINDING SITE II or BINDING SIT E III of 



Trie 



oH 



BINDING SITE 1 and aroH BINDING 



GAM353678 is to inhit 

with Shigella^lexne 

host de fense mechan: 
utilities of GAM3536' 
diagnosis, preventior 
Shigella flexner i 2; 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human avtA 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



■ function of 
[, a GAM353678 
is associated 



, Accordingly, the 



GAM353678 : 
alpha-keto: 



1 clinical condii 
i human miRNA-li] 



NC_004337 from 3721175 to 3722533 

(+)), a bacterial target gene encoded by 
the Shigella flexne ri 2a str. 301 genome, 
as part of an anti-bacterial host defen se 
mechanism. avtA BINDING SITE is a 
bacterial target binding site that is a 

found in the the 3' untranslated region 
of mRNA encoded by th e avtA gene, 
corresponding to a target binding site 
such as BI NDING SITE I, BINDING SITE II 
or BINDING SITE III of Fig. 1. T he 
nucleotide sequences of avtA BINDING SITE, 
and the compleme ntary secondary structure 
to the nucleotide sequence of GAM353 6 78 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit avtA, a GAM353678 
bacterial target gene which is associated 
with Shigella flexne ri 2a str. 301 
infection, as part of an anti-bacterial 
host de fer.se mechanism. Accordingly, the 
utilities of GAM353678 inclu de the 
diagnosis, prevention and treatment of 
Shigella flexner i 2a str. 301 infection 



clii 



cal i 



r.di: 



rtA, NC_004741 fr. 



avtA BINDING SITE is a bacterial target 
binding site that is a found in the the 
3' untranslated region of mRNA encoded by 
th e avtA gene, corresponding to a target 
binding site such as BI NDING SITE I, 
BINDING SITE II or BINDING SITE III of 
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BINDING SITE, 
secondary 
sequence of GAM353 { 
in Tables 6-7, herel 



GAM353678 : 



C.M3!; <:/\C<:t\crj\ 
36 78 CACTGTGG 
TTTGTA 



Salmonell 



GAM35 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



Salmonell 



( + 



Salmc 



e 1 1 a 



Typhi Ty2 genome, as par t of an anti- 
bacterial host defense mechanism, ell 
BINDING SITE 1 and ell BINDING SITE 2 are 
bacterial target binding sites that are 
found in the untranslated regions of m RNA 
encoded by the ell gene, corresponding to 
target binding s ites such as BINDING SITE 
I, BINDING SITE II or BINDING SITE I II of 
Fig. 1. The nucleotide sequences of ell 
BINDING SITE 1 a nd ell BINDING SITE 2, 
and the complementary secondary structu re 
to the nucleotide sequence of GAM353678 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit ell, a GAM353678 b 
acterial target gene which is associated 
with Salmonella enterica enterica serovar 
Typhi Ty2 infection, as part of an anti-b 
acterial host defense mechanism. 
Accordingly, the utilities of GAM353678 
include the diagnosis, prevention and 
treatment of Salmonella enterica enterica 
serovar Typhi Ty2 infection and a 
ssociated clinical conditions 
GAM3536 78 is a human miRNA-like 1 
oligonucleotide, which targets 

transcriptional regulatory protein (ell, 
NC_003198 from 453 7312 to 4537533 

(+)), a bacterial target gene f 
the Salmonella enterica enterica sei 
Typhi genome, as part of an anti- 
bacterial host defense mechanism, ci: 
BINDING SITE 1 and ell BINDING SITE ; 

found in the unt 

target binding s it< 
I, BINDING SITE II . 



islal 



t of I 



3 such as BINDING SITE 
' BINDING SITE I II of 

-II BINDING SITE 2, 



_al target gent 
Salmonella ent« 
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5 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human cysM Salmi 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human cysQ Psc 



man miRNA-lij 
which target; 
NC_003197 f: 



al:: 



ella 



l LT2 c 



of i 



defens e mechanism. cysM 
BINDING SITE 1 and cysM BINDING SITE 2 are 
bacterial targ et binding sites that are 
found in the untranslated regions of mRNA 
encoded by the cysM gene, corresponding to 
target bindin g sites such as BINDING SITE 
I, BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of cysM 
BINDING SITE 1 and cysM BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit cysM, a GAM353678 
bacterial target gene which is associated 



l Saline 



e : . a 



Lnfe< 



LT2 



in. Accordi rig] y, 



utilities of GAM353678 i 
diagnosis, prevention and treatment of 
Salmonella typhimur ium LT2 infection and 
associated clinical conditions 
GAM353678 is a human miRNA-like 1 
oligonucleotide, which targets 3'(2'),5'- 
bisphosphate nucleotidase (cysQ, NC_002947 
from 315184 to 315984 (+)), a bacterial 
target gene encoded by t he Pseudomonas 
putida KT2440 genome, as part of an anti- 
bacter ial host defense mechanism. cysQ 
BINDING SITE 1 and cysQ BINDING SITE 2 are 
bacterial targ et binding sites that are 
found in the untranslated regions of mRNA 
encoded by the cysQ gene, corresponding to 
target bindin g sites such as BINDING SITE 
I, BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of cysQ 
BINDING SITE 1 and cysQ BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 



ed t 



fui 



of 



; GAM3536" 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human dadX ^s: 



■ordinglj 



diagnosis 
of Pss 



?2440 infection and 
is a human miRNA-1 

catabolic (dadX, N< 
to 1477376 ( + ) ) , a b, 
gene encoded by the E: 
'T073 genome, as part < 



b:x:::xg s:n 1 &r .d d&ix b:x:::xg site 2 i 
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BINDING SITE 1 



translated regions of mRNA 
dadX gene, corresponding to 
sites such as BINDING SITE 
II or BINDING SIT E III of 
leotide sequences of dadX 
and dadX BINDING SITE 2, 
entary secondary st ructure 



clir 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human def 



GAM3 5 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



GAM3536 78 is a human miRNA-like i 
oligonucleotide, which targets 

Polypeptide Deformylase (def, NC_000922 
from 1221735 to 122 2295 (+)), a 
bacterial target gene encoded by the 
Chlamydoph ila pneumoniae CWL029 genome, 
as part of an anti-bacterial host defense 
mechanism, def BINDING SITE 1 and def 
BINDING SITE 2 are bacterial target 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the def gene, corresponding to target 
binding sites such as BINDING SITE I, 
BINDING SITE II or BINDING SITE I II of 
Fig. 1. The nucleotide sequences of def 
BINDING SITE 1 and def BINDING SITE 2, and 
the complementary secondary structure to 
the nucleotide sequence of GAM353678 RNA 
are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit def, a GAM353678 b 
acterial target gene which is associated 
with Chlamydophila pn eumoniae CWL029 
infection, as part of an anti-bacterial 
host d efense mechanism. Accordingly, the 
utilities of GAM353678 include the 
diagnosis, prevention and treatment of 
Chlamydophila p neumoniae CWL029 infection 
and associated clinical conditions. 



GAM3536 78 : 
oligonuclec 
polypeptic 



liRNA-li] 



def ormyla: 



(def, NC_00249] 



:ix:::xG site i 



BINDING SITE 2 ar« 
untranslated regit 

BINDING SITE II oi 
Fig. 1. The nuclec 
BINDING SITE 1 a r 



l as BINDING SITE I, 
BINDING SITE I II of 
:ide sequences of def 
1 def BINDING SITE 2, 
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ities of GAM353678 : 
[nosis, prevention ar 
mydophila pne umoni; 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



oligonuclec 
polymerase 
NC_002677 i 
a bacteria: 
Mycobacter: 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



liRNA-like 
l targets DNA 
i] subunit (dnaE, 
A to 1426547 (- 
le encoded by 1 



,e ? er.i 
: defer 



of 



dnaE BINDING SITE 1 through dnaE BINDING 
SITE 3 are bacterial target binding sites 

of mRNA encoded by t 

corresponding -o target binding sites such 
as BINDING SITE I, BINDING SITE II or 
BINDING SITE III of Fig. 1. The 
nucleotide sequences of dnaE BINDING SITE 
1 through dnaE BINDING SITE 3, and the 
complementary seco ndary structure to the 
nucleotide sequence of GAM353678 RNA ar e 
set forth in Tables 6-7, hereby 

GAM353678 is to inhibit dnaE, a GAM353678 



with Mycol 



hanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Mycobacterium 
leprae infection and associated clinical 
conditions 

GAM353678 is a human miRNA-like 1 
oligonucleotide, which targets D-serine 
deaminase (dsdA, NC_003197 from 4004453 to 
4005775 (+)), a bacterial target gene 
encoded by the Salmonella typ himurium LT2 
genome, as part of an anti-bacterial host 
defense mechanism. dsdA BINDING SITE 1 
and dsdA BINDING SITE 2 are bacterial targ 
et binding sites that are found in the 
untranslated regions of mRNA encoded by 
the dsdA gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SITE III of 

. 'feotide sequences of dsdA 

BINDING SITE 1 and dsdA BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit dsdA, a 



ed 



typh : 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human fepC Pst 



NC_002516 f i 



;port protein FepC 
4653508 to 4654305 
irget gene e 
_nosa PA01 gene 
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part of an an ti-bacterial host defense 
mechanism. fepC BINDING SITE 1 and fepC 
BINDING SITE 2 are bacterial target 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the fepC gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of fepC 
BINDING SITE 1 and fepC BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit fepC, a GAM353678 

with Pseudomonas aer uginosa PA01 
infection, as part of an anti-bacterial 

utilities of GAM353678 include the 
diagnosis, prevention and treatment of 
Pseudomonas aerugi nosa PA01 infection and 
associated clinical conditions 
GAM35 CAGCAGCA Human fhaL Bordetell GAM353678 is a human miRNA-like A 
36 78 CACTGTGG a pertuss oligonucleotide, which targets adhesin 

TTTGTA is (fhaL, NC_002929 from 3085865 to 3098455 

(+)), a bacterial target gene encoded by 
the Bordetella pertussis genome, as part 
of an anti-bacterial host defense 
mechanism. fhaL BINDING SITE 1 and fhaL 
BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the fhaL gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of fhaL 
BINDING SITE 1 and fhaL BINDING SITE 2, 
and the complementary secondary structure 
to the nucleotide sequence of GAM353678 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit fhaL, a GAM353678 
bacterial target gene which is associated 
with Bordetella pert ussis infection, as 
part of an anti-bacterial host defense rnec 
nanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Bordetella 
pertussis infection and associated 
clinical conditions 

GAM35 CAGCAGCA Human flhB Bordetell GAM353678 is a human miRNA-like A 
3678 CACTGTGG a pertuss oligonucleotide, which targets flagellar 

TTTGTA is biosynthetic protein FlhB (flhB, NCJ02929 

from 1 441767 to 1442921 (+)), a 
bacterial taroret :rer_e encoded by t he 
Bordetella pertussis genome, as part of an 
anti-bacterial h ost defense mechanism. 
flhB BINDING SITE 1 through flhB BINDING 
SITE 3 are bacterial target binding sites 

s of mRNA encoded by the flhB gene, 
corresponding to target binding sites such 
as BINDING SITE I, BINDING SITE II or 
BINDING SITE III of Fig. 1. The 
nucleotide sequences of flhB BINDING SITE 
1 through flhB BINDING SITE 3, and the 
complementary seco ndary structure to the 
nucleotide sequence of GAM3536 78 RNA are 
set forth in Tables 6-7, hereby 
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incorporated herein. Another function of 
GAM353678 is to inhibit flhB, a GAM353678 

with Bordetella pert ussis infection, as 



\ Human 
36 78 CACTGTGG 
TTTGTA 



fmtB( Staphyloc 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human f mtB ( Staphyloc 



clinical conditions 
GAM3536 78 is a human miRNA-like 
oligonucleotide, which targets FmtB 
protein (fmtB(mrp), NC_002745 from 

2218145 to 2225590 (-)), a bacter: 
target gene encoded by the Staphyloc 
aureus subsp . aureus X315 genome, as part 
of an anti-bacterial host defense 
mechanism. fmtB(mrp) BINDING SITE 1 and 
fmtB(mrp) BINDING SITE 2 are bact erial 
target binding sites that are found in the 
untranslated regions of mRNA encoded by 
the fmtB(mrp) gene, corresponding t o 
target binding sites such as BINDING SITE 
I, BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of fm 
tB(rnrp) BINDING SITE 1 and fmtB(mrp) 
BINDING SITE 2, and the complementary 
secondary structure to the nucleotide 
sequence of GAM353678 RNA are set forth 
in Tables 6-7, hereby incorporate d 
herein. Another function of GAM353678 is 
to inhibit fmtB(mrp), a GAM35 3678 
bacterial target gene which is associated 
with Staphyloco ecus aureus subsp. aureus 
N315 infection, as part of an anti-b 
acterial host defense mechanism. 
Accordingly, the utilities of GAM353678 
include the diagnosis, prevention and 
treatment of Staphylococcus aureus subsp. 
aureus N315 infection and associated 
clinical conditions 



i miRNA-like i 
.ch targets FmtB 
NC_002758 from 2287935 
irget gene 



GAM353678 is a 
oligonucleotid 
protein (fmtB( 
to 2295380 (-) ) , a bact. 
encoded by the Staphylo* 
subsp. aureus Mu50 genome, as part of ai 
anti-bacterial host defense mechanism. 
fmtB(mrp) BINDING SITE 1 and fmtB(mrp) 
BINDING SITE 2 are bact erial target 
binding sites that are found in the 

icoded by 



:::: 



■spondii 



target bindir.? sites such as BINDING SITE 
I, BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of fm 
tB(mrp) BINDING SITE 1 and fmtB(mrp) 
BINDING SITE 2, and the complementary 
secondary structure to the nucleotide 
sequence of GAM353678 RNA are set forth 
in Tables 6-7, hereby incorporate d 
herein. Another function 
to inhibit fmtB(mrp), a GAM35 36 78 
bacterial target gene which is associated 
l Staphylococcus aureus subsp. aureus 



: iefe: 



of GAM35367S 
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36 78 CACTGTGG 
TTTGTA 



aureus Mu50 infectic 
clinical conditions 
GAM3536 78 is a humar 



ftsY BINDING SITE 1 and ftsY 



BINDING SITE 2 ar( 

untranslated regie 
the ftsY gene, coi 



.al 1 



: foi 



3 CAGCAGCA Human ftsY Chlamydop 
CACTGTGG hila pneu 

TTTGTA moniae CW 



j of mRNA encoded by 
ssponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of ftsY 
BINDING SITE 1 and ftsY BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit ftsY, a GAM353678 
bacterial target gene which is associated 
with Chlamydophila pneumoniae J138 
infection, as part of an anti-bacterial 
host de fense mechanism. Accordingly, the 
utilities of GAM353678 include the 
diagnosis, prevention and treatment of 
Chlamydophila pn eumoniae J138 infection 
and associated clinical conditions 
GAM353678 is a human miRNA-like i 
oligonucleotide, which targets Cell 
Division Protein FtsY (ftsY, NC_000922 
from 1115427 to 1116299 (-)), a 
bacterial target gene encoded by the 
Chlamy dophila pneumoniae CWL029 genome, 
as part of an anti-bacterial host defense 
mechanism. ftsY BINDING SITE 1 and ftsY 
BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the ftsY gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of ftsY 
BINDING SITE 1 and ftsY BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit ftsY, a 



al - 



dla 



liae CWL029 



Chlamydophila pn« 



AG ' \GCA Human 
CACTGTGG 
TTTGTA 



ated clinica: 



Pseudomon 
KT2440 



GAM353678 is ; 
aminohydrolasc 



BINDING SITE : 
bacterial tare 



ar.i jii ilXDING SITE 2 i 
itranslated regions of m 
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the gad gene, corresponding tc 
target binding sites such as BINDING SITI 
I, BINDING SITE II or BINDING SITE I II ( 
Fig. 1. The nucleotide sequences of gad 
BINDING SITE 1 and gad BINDING SITE 2, ar 



: fo: 



se r;; 



1 Tables 6-' 



eby 



1 



pre' 



GAM35 CAGOAGCA Human 
36 78 CACTGTGG 
TTTGTA 



i KT 2440 
clinical condit 
GAM353678 is a 
oligonucleotide 
:iptiona: 



GAM3 5 CAKAra Human 
36 78 CACTGTGG 
TTTGTA 



glgP Salmonell 



l miRNA-like 
_ch targets Glc operon 
(glcC, NC_004431 



from 3542871 to 3543695 
bacterial target gene encoded by 
Escherichia coli CFT073 genome, i 
an anti-bacteri al host defense mechanism, 
glcC BINDING SITE 1 and glcC BINDING SITE 
2 are bacterial targ et binding sites that 
are found in the untranslated regions of 

mRNA encoded by the glcC gene, 
corresponding to target binding sites sucl 
as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of glcC BINDING SITE 

1 and glcC BINDING SITE 2, and the 
complementary secondary st ructure to the 
nucleotide sequence of GAM353678 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit glcC, a GAM353678 
bacterial target gene which is associated 
with Escherichia coli CFT073 infection, as 
part of an anti-bacterial host defense 
mechanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Escherichia 
coli CFT07 3 infection and associated 
clinical conditions 
GAM353678 is a human miRNA-like 
oligonucleotide, which targets glycogen 
phosphorylase (glgP, NC_004631 from 

4129215 to 413 1662 (+)), a bacterial 
target gene encoded by the Salmonella 
Typhi 



of 



gene 



: of i 



glgP BINDING SITE 



.al ho 
glgP BINDING SITE 1 , 

are found in the 



the glgP gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III oi 
Fig. 1. The nucleotide sequences of glc 
BINDING SITE 1 and glgP BINDING SITE I 



RNA ; 



GAM3536 78 : 



of ( 



. Tables i 



i GAM353678 
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Typhi Ty2 infect: 
bacterial h< 
lingly, 



135 CAGCAGCA 
'8 CACTGTGG 
TTTGTA 



defei 



treatment of Salmonella ent 
serovar Typhi Ty2 infection 
clinical conditions 
GAM3536 78 is a human miRNA-1 

phosphorylase (glgP, NC_0031 
4144568 to 414 7015 (+) ) 
mcoded by 



al 



irget gene encoded by the Salmonella 
enterica enterica serovar Typhi genome, 
as part of an anti-bacterial host defense 
mechanism. glgP BINDING SITE 1 and glgP 
BINDING SITE 2 are bacterial target 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the glgP gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of glgP 
BINDING SITE 1 and glgP BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 

GAM353678 is to inhibit glgP, a GAM353678 
bacterial target gene which is associated 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human glpC Yersinia 



i of GAM35367! 



infec 



and a 



, Accordingly, 
lclude the 
:atment of Sal 
:ovar Typhi 



GAM353678 is a hi 
oligonucleotide, 
glycerol-3-phospt 



conditions 

l miRNA-like 

: dehydrogenase 
(anaerobic), K-small su bunit (glpC, 
NC_004088 from 454677 to 456047 (+)), a 
bac terial target gene encoded by the 
Yersinia pestis KIM genome, as part of an 
anti-bacterial host defense mechanism. 
glpC BINDING SITE 1 and glpC BINDING SITE 
2 are bacterial target binding sites that 
are found in the untranslated regions of 

mRNA encoded by the glpC gene, 
corresponding to target bindin g sites 
such as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of glpC BINDING SITE 

1 and glpC BINDING SITE 2, and the 
complementary secondary st ructure to the 
nucleotide sequence of GAM3536 78 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit glpC, a GAM353678 



l Yers: 
: of ai 



i pest 



KIM : 



'-AM" = 

36 78 CACTGTGG 
TTTGTA 



Human glpC Yers: 



GAM353678 is a human miRNA-like 
oligonucleotide, which targets 
glycerol-3-phosphate dehydrogen; 
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NC_003143 frc 



the glpC gene 
BINDING SITE 
BINDING SITE 



< s-rr. is eix:;ixg site i, 

:i or BINDING SIT E III oi 
lcleotide sequences of glj 
1 and glpC BINDING SITE i 



GAM35 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



glpD Brucella 



i Tables 6- 
. Another i 
.bit glpC, 



i pest 



of an anti-bactei 

m. Accordingly, the utilit 

include the diagnos is, pi 

associated clinical condit 



; of GAM353( 
infect ion ; 



GAM353678 
oligonucl. 



RNA iike i 
targets glycerol- 
glpD, NC_004310 



10763 Y to 2122' 
bacterial target gene encoded by th e 
Brucella suis 1330 genome, as part of an 
anti-bacterial host defense mechanism. 
glpD BINDING SITE 1 and glpD BINDING SITE 
2 are bacterial target binding sites that 
are found in the untranslated regions of 

mRNA encoded by the glpD gene, 
corresponding to target binding sites sucl 
as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of glpD BINDING SITE 

1 and glpD BINDING SITE 2, and the 
complementary secondary structure to the 
nucleotide sequence of GAM353678 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit glpD, a GAM353678 
bacterial target gene which is associated 
with Brucella suis 1 330 infection, as 
part of an anti-bacterial host defense 
mecha nism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 

ucella suis 



13: 



r.fer.t. 



clii 



:a 1 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human ipaH_ Shigella 



. and ipaH_5 BINDING 



as BINDING SITE I, BINDING SITE II or 
BIND I NG SITE III of Fig. 1. The 
nucleotide sequences of ipaH_5 BIND ING 
SITE 1 and ipaH_5 BINDING SITE 2, and the 



-41- 



Application No. 10/709,691 



Docket No 05 'W2.0400.01USCP 



complementary se condarj 
nucleotide sequence of GAM3536 78 RNA ; 
set forth in Tables 6-7, hereby 



ligella 
i and as 



es of GAM35367! 



135 CAGCAGCA 
'8 CACTGTGG 
TTTGTA 



ipaH9 Shigella 



GAM3 5 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



flej 



lan miRNA-like 

.paH9.8, NC_004: 
i 1423779 (-) ) , a be 
■ncoded by the Shige 
:tr. 301 genome, as j 
.1 host defense mech; 



: of ; 



ipaH9.8 BINDING SITE ! 
SITE 2 are bacterial t 
that are found in the untranslated regi 
ons of mRNA encoded by the ipaH9 . 8 gene, 

as BINDING SITE I, BINDING SITE II or BI 
NDING SITE III of Fig. 1. The nucleotide 
sequences of ipaH9 . 8 BINDING SITE 1 and 
ipaH9.8 BINDING SITE 2, and the 
complementa ry secondary structure to the 
nucleotide sequence of GAM353678 RNA are 
set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit ipaH9.8, a GAM3536 
78 bacterial target gene which is 
associated with Shigella fie xneri 2a str. 
301 infection, as part of an anti- 
bacterial host defense mechanism. 
Accordingly, the utilities of GAM353678 in 
elude the diagnosis, prevention and 
treatment of Shigella flex neri 2a str. 
301 infection and associated clinical 
conditions . 

GAM3536 78 is a human miRNA-like i 
oligonucleotide, which targets high- 
affinity branched-chain amino acid 
transport system perm ease protein (livH, 
NC_002929 from 1144729 to 1145607 (+)) 
, a bacterial target gene encoded by the 
Bordetella pertussis genome, as part of an 



efe: 



livH BINDING SITE is 
binding site that is 

th e livH gene, corn 
binding site such as 
BINDING SITE II or B: 
Fig. 1 . T he nucleot: 
BINDING SITE, and th( 
secondary structure 1 
sequence of GAM353 
in Tables 6-7, hen 



al - 



.rget 



m of mRNA encoded by 
^spending to a target 



78 RNA a 
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GAM3 5 CAGCAGCA Human 1; 
36 78 CACTGTGG rium ti 

TTTGTA rculosi 
H3 7Rv 



GAM3536 78 is a humar 
(lppl, NC_000962 frc 



miRNA-like 
n 229126' 



untranslated regit 
the lppl gene, coi 

BINDING SITE II oi 



;hat are found in the 
>ns of mRNA encoded by 

;h as BINDING SITE I, 
: BINDING SIT E III of 
Fig. 1. The nucleotide sequences of lppl 
BINDING SITE 1 and lppl BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit lppl, a GAM353678 
bacterial target gene which is associated 
with Mycobacterium t uberculosis H3 7Rv 
infection, as part of an anti-bacterial 
host defense mechanism. Accordingly, the 
utilities of GAM353678 in elude the 
diagnosis, prevention and treatment of 
Mycobacterium tuberculosis H3 7Rv 
infection and associated clinical conditio 



GAM35 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



GAM35 CAGCAGCA Human MGAT5 Human 
36 78 CACTGTGG 
TTTGTA 



GAM3536 78 is a human miRNA-like 
oligonucleotide, which targets Probable 
lipoprotein lppl (lppl, NC_002945 from 

2275182 to 2275838 (+)), a bacterial 
target gene encoded by the Mycobac terium 
bovis subsp bovis AF2122/97 genome, as 
part of an anti- bacterial host defense 
mechanism, lppl BINDING SITE 1 and lppl 
BINDING SITE 2 are bacterial targ et 



binding sites that a 
untranslated regions 
the lppl gene, corre 
bindin g sites such 



of mRNA 
sponding to target 
is BINDING SITE I, 



by 



BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of lppl 
BINDING SITE 1 and lppl BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit lppl, a GAM353678 
bacterial target gene which is associated 
with Mycobacterium bovis subsp bovis 
AF2122/97 infection, as part of an anti- 



defei 



fli- 



es of GAM 353f 



treatment of Myco 
bovis AF2122/97 i] 
clinical conditii 
GAM3536 78 is a hui 

mannosyl (alpha-1, 
1, 6-N-acetyl- glucosamine 
(MGAT5, Accession number 



n miRNA-li) 
-) -glycoprc 



typhimi 

infer- i:r.. XGAIc ilXilXG SITE is 
m target binding site that is a i 
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in the the 3' untranslated region of mRNA 
encoded by the M GAT 5 gene, corresponding 
to a target binding site such as BIND ING 
SITE I, BINDING SITE II or BINDING SITE 
III of Fig. 1. Add itionally, using the 

sent invention GAM3536 78-A binds to 
sequences on orthologous UTR of 
rat (NMJ23095) . The nucleotide sequences 
of MGAT5 BINDIN G SITE, and the 
complementary secondary structure to the 
nucle otide sequence of GAM3536 78 RNA are 
set forth in Tables 6-7, h ereby 
incorporated herein. Another function of 
GAM353678 is to inhibit MGAT5, a GAM353678 
human target gene which encodes an enzyme 
that catalyzes beta 1-6 branching on N- 
linked carbohydrates. MGAT5 is associated 
with Salmonella typhimurium LT2 infection, 
and therefore GAM35 3678 is associated 
with the abovementioned infection, as part 
of a host response mechanism. Accordingly, 
the utilities of GA M353678 include the 
diagnosis, prevention and treatment of Sal 
monella typhimurium LT2 infection and 

function of MGAT5 and its association with 
various diseases and clinical conditions 
has been established by previous stu dies, 
as described hereinabove with reference to 
GAM3451. 

GAM35 CAGCAGCA Human miaA Chlamydia GAM353678 is a human miRNA-like A 
36 78 CACTGTGG trachoma oligonucleotide, which targets tRNA 

TTTGTA tis isopentenylpyrophosphate transferase 

(miaA, NC_000117 from 899276 to 900295 

(+)), a bacterial target gene encode d 
by the Chlamydia trachomatis genome, as 
part of an anti-bact erial host defense 
mechanism. miaA BINDING SITE 1 and miaA 
BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the miaA gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of miaA 
BINDING SITE 1 and miaA BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit miaA, a GAM353678 
bacterial target gene which is associated 
with Chlamydia trach omatis infection, as 
part of an anti-bacterial host defense me 
chanism. Accordingly, the utilities of 
GAM353678 include the d iagnosis, 
prevention and treatment of Chlamydia 
trachomatis in fection and associated 
clinical conditions 

GAM35 CAGCAGCA Human minE Pseudomon GAM3536 78 is a human miRNA-like A 
36 78 CACTGTGG as putida oligonucleotide, which targets cell 

TTTGTA KT2440 division topological specificity factor 

MinE (minE, NC_0 02947 from 1932680 to 
1932934 (-)), a bacterial target gen e 
encoded by the Pseudomonas putida KT2440 

defense mechanism. minE BINDING SITE is a 
bacterial target binding site that is a 
found in the the 3' untranslated region 
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responding to a target binding site 
:h as BI NDING SITE I, BINDING SITE II 
BINDING SITE III of Fig. 1 . I he 
:leotide sequences of minE BINDING SITE, 



se :r-e 



i of C 



.ble: 



: . GAM3E3678 



GAM35 CAGCAGCA Human 
36 78 CACIGIGG 
TTTGTA 



nicT Mycobacte 



putida K T2440 infec 
clinical conditions 
GAM353678 is a humar 
oligonucleotide, wh: 
(nicT, NC_000962 frc 

by the Mycobacteria 



i H 3 7Rv 
rial host 



i. nicT BINDINI 
ilTE 2 are bac^ 
hat are found 



SITE 1 



arq 



led by 



defense mechani : 
and nicT BINDING 
et binding sites 
untranslated reg: 

bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of nic' 
BINDING SITE 1 and nicT BINDING SITE 2 
and the complementary 
to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit nicT, a GAM353678 
bacterial target gene which is associated 
with Mycobacterium t uberculosis H3 7Rv 
infection, as part of an anti-bacterial 
host defense mechanism. Accordingly, the 
utilities of GAM353678 include the 
diagnosis, prevention and treatment of 
Mycobacterium tuberculosis H3 7Rv 
infection and associated clinical conditic 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



nicT Mycobacte 
rium bovi 

ovis a; 2: 

22/97 



GAM353678 is a hi 
oligonucleotide, 
NICKEL-TRANSPORT INTEGRAL MEMBRANE PROTEIN 
NICT (nic T, NC_002945 from 3123200 to 
3124318 (+)), a bacterial tar get gene 
encoded by the Mycobacterium bovis subsp 
bovis AF2122 /97 genome, as part of an 



_cT BINDING SITE : 



nd r 



BINDING SITE 



1G SITE I, BINDING SITE II or 
5IT E III of Fig. 1 . The 
le sequences of nicT BINDING SITE 
_cT BINDING SITE 2, and the 



; 6-7, hereby 

, Another function of 

.bit nicT, a GAM35367S 
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le the diagnosis 
lent of Myco bac 



i of GAM 353678 
im bovis subsp 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human nupC Shigella 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



(nupC, NC_0043 37 

the Shigella flexr 
as part of an ant 



.-bact 



al ] 



mechanism. nupC BINDING SITE 1 through 
nupC BINDING SITE 3 are bacterial target 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the nupC gene, corresponding to target bi 
nding sites such as BINDING SITE I, 
BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of nupC 
BINDING SITE 1 through nupC BINDING SITE 
3, and the complementary secondary 



l.'qUlM 



of 



nupC Escherich 
ia coli C 
FT073 



G7AM353678 RNA ar e set forth in Tables 6- 
7, hereby incorporated herein. Another 
function of GAM353678 is to inhibit nupC, 
a GAM353678 bacterial target gene which is 
associated with Shigella flexne ri 2a str. 
301 infection, as part of an anti- 
bacterial host defense mechanism. 
Accordingly, the utilities of GAM353678 
inclu de the diagnosis, prevention and 
treatment of Shigella flexner i 2a str. 
301 infection and associated clinical 
conditions 

G/AM353678 is a human miRNA-like i 
oligonucleotide, which targets Nucleoside 
permease nupC (nupC, NC_004431 from 

2795390 to 2 796631 (+)), a bacterial 
target gene encoded by the Escheric hia 
coli CFT073 genome, as part of an anti- 
bacterial host defe nse mechanism. nupC 
BINDING SITE 1 through nupC BINDING SITE 3 
are bacterial target binding sites that 
are found in the untranslated region s of 
mRNA encoded by the nupC gene, 
corresponding to target bi nding sites 
such as BINDING SITE I, BINDING SITE II or 
BINDING SITE III of Fig. 1. The 
nucleotide sequences of nupC BINDING SITE 
1 through nupC BINDING SITE 3, and the 
complementary seco ndary structure to the 



of ( 



RNA ; 



eby 



; GAM3536 78 



GAM" ; 

36 78 CACTGTGG 
TTTGTA 



Human nupC Shigella 
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(nupC, NC_0047 ' 
by the Shigella 



to 2495221 
e ncoded 
, 2457T 



found : 



the nupC gene, cc bi 
nding sites such as BINDING SHE I, 
BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of nupC 
BINDING SITE 1 through nupC BINDING SITE 



GAM353678 RNA are set forth in Tables 6-7, 
hereby incorporated herein. Another 
function of GAM353678 is to inhibit nupC, 
a GAM353678 bacterial target gene which if 
associated with Shigella flexne ri 2a str. 
2457T infection, as part of an anti- 

Accordingly, the utilities of GAM353678 
inc lude the diagnosis, prevention and 
treatment of Shigella flexn eri 2a str. 
2457T infection and associated clinical 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



Human ompG Esc 



GAM3536 78 is a human miRNA-like i 
oligonucleotide, which targets Outer 
membrane protein G precursor (ompG, 
NC_004431 from 16 24577 to 1625533 

(+)), a bacterial target gene encoded by 
th e Escherichia coli CFT073 genome, as 
part of an anti-bacterial host defense 
mechanism. ompG BINDING SITE 1 and ompG 
BINDING SITE 2 are bacterial targ et 



135 CAGCAGCA 
'8 CACTGTGG 
TTTGTA 



binding sites that , 
untranslated region: 
the ompG gene, corn 
bindin g sites such 
BINDING SITE II 
Fig. 1. The 



e found in t 
of mRNA e 
ponding to target 
ls BINDING SITE I, 
BINDING SIT E III of 
.de sequences of ompG 



BINDING SITE 1 and ompG BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit ompG, a GAM353678 
bacterial target gene which is associated 
with Escherichia coli CFT073 infection, as 
part of an anti-bacterial host defense 
mechanism. , the utilities of 

GAM353678 include the diagnosis, 
prevention and treatment of Escherichia 
coli CFT07 3 infection and associated 
clinical conditions 



GAM3536 78 is a human 
oligonucleotide, whii 
oligoribonuclease (< 
378331 to 378876 (+ 



iRNA-li: 



l BINDING SITE : 



.slal 



mRNA encoded by the orn ge 
corresponding to a target binding site 
such as BIND ING SITE I, BINDING SITE II 
or BINDING SITE III of Fig. 1. The 
nucleotide sequences of orn BINDING SITE, 
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: complementary secondary 
nucleotide sequence of GAM3536 78 
:e set forth in Tables 6-7, hereby 
>rated herein. Another function of 



CAM"!!. ':/"..:'•:.'■.•■•:.', 
36 78 CACTGTGG 
TTTGTA 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



oxyR Salmonell 



ixyR, NC_( 



_y, the utilities of GAM35367S 

of Yersinia pestis infection 
1 clinical conditions 
is a human miRNA-like 

-ible regulon activator 



i bact 
the Salmonell 
Typhi genome 
bacterial hos 
BINDING SITE 
bacterial tar 



defei 



ixyR 



nd oxyR BINDING SITE 2 ; 
■t binding sites that are 
ranslated regions of mRNA 
■xyR gene, corresponding to 
get binding sites such as BINDING SITE 
BINDING SITE II or BINDING SIT E III of 



. The nuclec 



BINDING SITE 1 an< 
and the complement; 
to the nucleotide sequel 



! sequ< 



of ( 



yR BINDING SITE : 



GAM353( 



>rporated here: 



Another function of 
>it oxyR, a GAM353678 
get gene which is associated 



with Salmonella 
Typhi infection, as part of ; 
erial host defense mechanism, 
the utilities of GA M353678 : 
diagnosis, prevention and tr< 



, Accordingly, 
.nclude the 
;atment of Sal 
:ovar Typhi 
infection and associat ed clinical 

GAM353678 is a human miRNA-like i 
oligonucleotide, which targets oxidative 
stress regulatory protein (oxyR, NC_003197 
from 4343080 to 4343997 (+)), a bacterial 
target gene encoded by the Salmonella 
typhimurium LT2 genome, as part of an 
anti-bacte rial host defense mechanism. 
oxyR BINDING SITE 1 and oxyR BINDING SITE 
2 are bacterial targ et binding sites that 
are found in the untranslated regions of 

mRNA encoded by the oxyR gene, 
corresponding to target bindin g sites 
such as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of oxyR BINDING SITE 

1 and oxyR BINDING SITE 2, and the 

nucleotide sequence of GAM353678 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
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5 CAGCAGCA 
CACTGTGG 
TTTGTA 



man miRNA-li: 



peroxide-inducible 
(oxyR, NC_00463 1 i 



serovar Typhi Ty2 genome, as part c 
anti-bacterial host defense mechan: 
oxyR BINDING SITE 1 and oxyR BINDII 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



.al 1 



mRNA <e 
corresponding t 
as BINDING SITE I, 
BINDING SIT E 



>indir 
.ated i 



>xyR gene, 
■t handing site 
BINDING SITE II o: 
of Fig. 1. The 
nucleotide sequences of oxyR BINDING 

1 and oxyR BINDING SITE 2, and the 
complementary secondary structure to 
nucleotide sequence of GAM3536 78 RNA 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another functioi 
GAM353678 is to inhibit oxyR, a GAM3536 
bacterial target gene which is 



of 



ted 



l Salmc 



ells 



Human pbpG Pseudomon 
KT2440 



Typhi Ty2 infection, as part of an anti- 
bacterial host defense mechanism. 
Accordingly, the utilities o f GAM353678 
include the diagnosis, prevention and 
treatment of Salmonella enterica enterica 
serovar Typhi Ty2 infection and associated 
• .-or.;; ' r oris 

GAM353678 is a human miRNA-like 1 
oligonucleotide, which targets D-alanyl- 
D-alanine-endopeptidase (pbpG, NC_002947 
from 4323 707 to 4324633 (+)), a 
bacterial target gene encoded by the 
Pseudomonas putida KT2440 genome, as part 
of an anti-bacterial host defense 
mechanism. pbpG BINDING SITE 1 and pbpG 
BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the pbpG gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of pbpG 
BINDING SITE 1 and pbpG BINDING SITE 2, 
ar.d the r.orr.p error.: .--y so oo- o . •■y si ruo.rij.re 
to the nucleotide sequence of G7AM353678 
RNA are set fo rth in Tables 6-7, hereby 



ed t 



or-/" 



- fui 

: pbpG, a GAM3536' 



of 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human pchA Pseudomon 



as part of a n anti-bacterial host, defens 
mechanism. pchA BINDING SITE 1 and pchA 
BINDING SITE 2 are bacterial targ et 
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binding sites that are found in the 
untranslated regions of rnRNA encoded by 
the pchA gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 



rhe 



( ] ... : 



>chA 



i:x:::xg s:iz : ?.-r.A binding site 2, 

and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit pchA, a GAM353678 



infer: 



5 part 



ial 



Accordingly, 
itilities of GAM353678 include the 
liagnosis, prevention anc 



GAM3h CAGCAGOA Human 
36 78 CACTGTGG 
TTTGTA 



GAM3536 78 is a human miRNA-lik< 
oligonucleotide, which targets 
(pcnA, NC_002677 from 3248268 
(-) ) , a bac terial target gen« 
the Mycobacterium leprae genome 
of an anti-bacterial host defer 
mechanism. pcnA BINDING SITE 1 
BINDING SITE 2 are bacterial t; 
binding sites tt 
untranslated re< 
the pcnA gene, c 
bindin g sites s 
BINDING SITE II 



GAM 3 5 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



phnV Salmonell 



to 3249728 
encoded by 



ms of rnRNA encoded by 
rresponding to target 
:h as BINDING SITE I, 
: BINDING SIT E III of 
Fig. 1. The nucleotide sequences of pcnA 
BINDING SITE 1 and pcnA BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit pcnA, a GAM353678 
bacterial target gene which is associated 
with Mycobacterium 1 eprae infection, as 
part of an anti-bacterial host defense mec 
hanism. Accordingly, the utilities of 
GAM353678 include the di agnosis, 
prevention and treatment of Mycobacterium 
leprae infection and associated clinical 

GAM353678 is a human miRNA-like i 
oligonucleotide, which targets probable 
membrane component of 2- 

aminoethylphosphonate transp orter (phnV, 
NC_003198 from 471575 to 472366 (- 
) ) , a bac terial target gene encoded by 
the Salmonella enterica enterica serovar 

host defen se mechanism. phnV BINDING SITE 
1 and phnV BINDING SITE 2 are bacterial 
targ et binding sites that are found in 
the untranslated regions of rnRNA encoded 
by the phnV gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of phnV 
binding 5IDB 1 pr.r.V BINDING SITE 2, 

and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit phnV, a GAM353678 
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\ Human 
36 78 CACTGTGG 
TTTGTA 



Typhi Ty NC_00' 



Sal"; 



GAM35 CAGCAGCA Human phoY2 Mycobacte 
36 78 CACTGTGG rium bovi 

TTTGTA s subsp b 

ovis AF21 
22/97 



6 78 is a human miRNA-like 
ucleotide, which targets probable 
ne component of 2- 

thylphosphonate transp orter (phnV, 
631 from 2508735 to 2509526 (+)), 
terial targe- gene encoded by the 



Typhi Ty2 gen< 
bacterial host 
BINDING SITE '. 



: defense mechanism. phnV 
. and phnV BINDING SITE 2 are 
bacterial target binding sites that are 
found in the untranslated regions of mRNA 
encoded by the phnV gene, corresponding to 
target binding sites such as BINDING SITE 
I, BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of phnV 
BINDING SITE 1 and phnV BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 



RNA i 



jles 6-7, 



incorporated herein. Another funct: 
GAM353678 is to inhibit phnV, a GAM353678 
bacterial target gene which is associated 
with Salmonella ente rica enterica serovar 
Typhi Ty2 infection, as part of an anti- 
bacterial host defense mechanism. 
Accordingly, the utilities o f GAM353678 
include the diagnosis, prevention and 
treatment of Salmonella enterica enterica 
serovar Typhi Ty2 infection and associated 
.:.] Lni r.-.l :or,d i '. i oris 

GAM353678 is a human miRNA-like 1 
oligonucleotide, which targets PROBABLE 
PHOSPHATE-TRANSPORT SYSTEM TRANSCRIPTIONAL 
REGULATOR Y PROTEIN PHOY2 (phoY2, 
NC_002945 from 914388 to 915029 (-) ) , a 
bacterial target gene encoded by the 
Mycobacterium bov is subsp bovis AF2122/97 



irial 1 



defense mechanism. phoY2 BINDING SHE 1 
and phoY2 BINDING SITE 2 are bacterial t; 
rget binding sites that are found in the 
untranslated regions of mRNA encoded by 



. as BINDING SHE I, 
BINDING SHE III of 
ide sequences of phoY* 
phoY2 BINDING SHE 2, 



BINDING SITE II . 



BINDING SITE : 



phoY2, a GAM35: 



:cordingly, the 
iclude the diagr 
: of Myc 
s AF2122/97 : 



_ties of GA M3536 78 

prevention and 
:.erium bovis subsp 
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5 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human phoY2 Mycc 



; Mycobacte: 



.al ] 



defense mecha nism. phoY2 BINDING SITE 1 
and phoY2 BINDING SITE 2 are bacterial ta 

untranslated regions of mRNA encoded by 
the phoY2 gene, corresponding to target 
bin ding sites such as BINDING SITE I, 
BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of phoY2 
BINDING SITE 1 and phoY2 BINDING SITE 2, 
and the complementary seconda ry structure 
to the nucleotide sequence of GAM3536 78 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit phoY2, a GAM35367E 
bacterial tar yet gene which is associatec 
with Mycobacterium tuberculosis H3 7Rv 
infection, as part of an anti-bacterial 
host defense mechanism. Accordingly, the 
utilities of G7AM353678 include the 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



iman miRNA-like 

which targets type IV 

'tility protein PUT 



GAM353678 is a hi 
oligonucleotide, 
pili twitching m. 
(pilT, NC_002947 from 5816934 to 
5817944 (-) ) , a bacterial target gene 
oded by the Pseudomonas putida KT2440 
genome, as part of an an ti-bacterial ] 
defense mechanism. pilT BINDING SITE 1 
through pilT BINDING SITE 3 
target binding sites that are found in t] 
untranslated regions of mRNA encoded by 
the pilT gene, corresponding to target b: 
nding sites such as BINDING SITE I, 
BINDING SITE II or BINDING SITE III of 
Fig. 1. The nucleotide sequences of pilT 
BINDING SITE 1 through pilT BINDING SITE 
3, and the complementary seco ndary 
structure to the nucleotide sequence of 
GAM353678 RNA are set forth in Tab. 
hereby incorporated herein. Another 
function of GAM353678 is to inhibit pilT. 
a GAM353678 bacterial target gene which . 
associated with Pseudomonas put ida KT24 
infection, as part of an anti-bacterial 



i ., 



6-7, 



: defei 



Accordingly, the 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



GAM353678 is 
oligonucleot 
polymerase I 
to 1650955 



(polA, NC_0026" 
le Mycobacteria 



b:x:::xg site :, 
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BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of polA 
BINDING SITE 1 and polA BINDING SITE 2, 
and the complementary secondary structure 



with Mycobacterii 



GAM3 5 CAGCAGCA Human prcA Mycobacte 
36 78 CACTGTGG rium lepr 

IIIGIA ae 



GAM353( 



of Mycobacterii 



,it 1 (prcA, NC_002677 
1577350 (+)), a 
[ene encoded by the 



GAM35 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



prcA BINDING SITE 1 and prcA BINDING SITE 
2 are bacterial target binding sites that 
are found in the untranslated regions of 

mRNA encoded by the prcA gene, 
corresponding to target binding sites such 
as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of prcA BINDING SITE 

1 and prcA BINDING SITE 2, and the 

nucleotide sequence of GAM353678 RNA are 
set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit prcA, a GAM353678 
bacterial target gene which is associated 
with Mycobacterium 1 eprae infection, as 
part of an anti-bacterial host defense mec 
hanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Mycobacterium 
leprae infection and associated clinical 

Pseudomon GAM353678 is a human miRNA-like i 
as putida oligonucleotide, which targets phosphate 
KT2440 acetyltransferase (pta, NC_002947 from 
891625 to 893712 (-)), a bacterial 
target gene encoded by the Pseudo monas 
putida KT2440 genome, as part of an anti- 
bacterial host defense mechanism, pta 
BINDING SITE 1 and pta BINDING SITE 2 are 
bacterial target binding sites that are 
found in the untranslated regions of mRNA 

target binding sites such as BINDING SITE 
I, BINDING SITE II or BINDING SITE I II of 
Fig. 1. The nucleotide sequences of pta 
BINDING SITE 1 and pta BINDING SITE 2, and 
the complementary secondary structu re to 
the nucleotide sequence of GAM3536 78 RNA 
are set forth i n Tables 6-7, hereby 



:rp:: 



: pta, a GA1 

la KT2440 infectic 
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GAM35 

3678 CACTGTGG 
TTTGTA 



Human ptsH Salmonell 



GAM353678 is ; 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



of mRNA <E 
corresponding t 



irget 



i. ptsH BINDING SITE 
binding site that is 
1 untranslated region 
le ptsH gene, 
irget binding site 
5 BINDING SITE I, BINDING SITE II or 
BINDING SITE III of Fig. 1 . T he 
nucleotide sequences of ptsH BINDING SITE, 
and the compleme ntary secondary structure 
to the nucleotide sequence of GAM353 6 78 
RNA are set forth in Tables 6-7, hereby 
incorporated herei n. Another function of 
GAM353678 is to inhibit ptsH, a GAM353678 
bacterial target gene which is associated 



l Salmc 



ell a 



Typhi infection, as part of an anti-bact 
erial host defense mechanism. Accordingly, 
the utilities of GAM353678 include the 
diagnosis, prevention and treatment of Sal 
monella enterica enterica serovar Typhi 
infection and associat ed clinical 



GAM353678 is ; 
oligonucleotic 
for rbs operor 



human miRNA-like i 
e, which targets regulator 
(rbsR, NC_004337 from 
3947708 to 3 948700 (+)), a bacterial 
target gene encoded by the Shigella 

flexneri 2a str. 301 genome, as part of 
an anti-bacterial host defense mechanism. 
rbsR BINDING SITE 1 through rbsR BINDING 
SITE 3 are bacterial target binding sites 
that are found in the untranslated region 
s of mRNA encoded by the rbsR gene, 
corresponding to target binding sites such 
as BINDING SITE I, BINDING SITE II or 
BINDING SITE III of Fig. 1. The 
nucleotide sequences of rbsR BINDING SITE 
1 through rbsR BINDING SITE 3, and the 
complementary seco ndary structure to the 
nucleotide sequence of GAM3536 78 RNA ar e 
set forth in Tables 6-7, hereby 



ated t 



Ar.c 



fui 



; GAM3536 7; 



GAM35 CAG" V < 
36 78 CACTGTGG 
TTTGTA 



prevents 



ated . 



301 



S6 78 is a human miRNA-like 
nucleotide, which targets 
3S operon (rbsR, NC_004741 
1594 to 3 825577 (-) ) , a 
: gene encoded by the Shicf< 



it defense mechanism, 
irough rbsR BINDING 
:arget binding sites 
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that are found in the untranslated region 
s of mRNA encoded by the rbsR gene, 
corresponding to target bi nding sites 
such as BINDING SITE I, BINDING SHE II or 
BINDING SITE III of Fig. 1. The 
nucleotide sequences of rbsR BINDING SHE 
1 through rbsR BINDING SITE 3, and the 
complementary seco ndary structure to the 
nucleotide sequence of GAM3536 78 RNA ar e 
set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit rbsR, a GAM353678 



al - 



ie ri 2a str . 2457T 
of an anti-bacteria: 
[ism. Accordingly, tt 



ated cl: 



GAM3 5 GAGGAGOA Human 
36 78 CACTGTGG 
TTTGTA 



str. 2457T infectior 
ll conditions 
niRNA-like 



GAM35 CAGCAGCA 
36 78 CAC1G1GG 
TTTGTA 



Escherich GAM353678 is a 
ia coli C oligonucleotide, which targets Ribose 
FT073 operon repressor (rbsR, NC_004431 from 

4439260 to 44 40252 {+)), a bacterial 
target gene encoded by the Escherich ia 
coli CFT073 genome, as part of an anti- 
bacterial host defense mechanism. rbsR 
BINDING SITE 1 through rbsR BINDING SITE 3 
are bacterial target binding sites that 
are found in the untranslated region s of 
mRNA encoded by the rbsR gene, 
corresponding to target binding sites such 
as BINDING SITE I, BINDING SITE II or 
BINDING SITE III of Fig.l. The nucleotide 
sequences of rbsR BINDING SITE 1 through 
rbsR BINDING SITE 3, and the complementary 
seco ndary structure to the nucleotide 
sequence of GAM353678 RNA are set forth in 
Tables 6-7, hereby incorporated herein. 
Another function of GAM353678 is to 
inhibit rbsR, a GAM353678 bacterial target 
gene which is associated with Escherichia 
col i CFT073 infection, as part of an 
anti-bacterial host defense mechanism. 
Accordingly, the utilities of GAM353678 
include the diagnosis, prevention and 
treatment of Escherichia coli CFT07 3 
infection and associated clinical 

n miRNA-like i 
ich targets ATP- 
ase (recG, NC_002677 
2016954 (-)), a 
ne encoded by the 



Mycoba cterium lepi 
an anti-bacterial t 
recG BINDING SITE : 



;cG BINDING SITE 



mRNA encoded by the recG gene, 
corresponding to target bindin g sites 
such as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of recG BINDING SITE 

1 and recG BINDING SITE 2, and the 
complementary secondary structure to the 
nucleotide sequence of GAM3536 78 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit recG, a 
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of Mycobacterii 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



ms of mRNA encoded 1 
rresponding to target 
:h as BINDING SITE I, 
: BINDING SIT E III ol 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



elA Mycobacte GAM3536 78 is a human miRNA-like i 
rium bovi oligonucleotide, which targets PROBABLE 
s subsp b GTP PYROPHOSPHOKINASE RELA (ATP : GTP 3'- 
ovis AF21 PYROPHOSPHOTR ANSFERASE) (PPGPP SYNTHETASE 
22/97 I) ((P)PPGPP SYNTHETASE) (GTP DIP 

HOSPHOKINASE) (relA, NC_002945 from 
2875274 to 2877646 (-) ), a bacterial 
target gene encoded by the Mycobacterium 
bovis subsp bovis AF2122/97 genome, as 
part of an anti-bacterial host defense 
mechanism. relA BINDING SITE 1 and relA 
BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 

the relA gene, coi 

BINDING SITE II oi 
Fig. 1. The nucleotide sequences of relA 
BINDING SITE 1 and relA BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit relA, a GAM353678 
bacterial target gene which is associated 
with Mycobacterium bovis subsp bovis 
AF2122/97 infection, as part of an anti- 
bacte rial host defense mechanism. 
Accordingly, the utilities of GAM 353678 
include the diagnosis, prevention and 
treatment of Myco bacterium bovis subsp 
bovis AF2122/97 infection and associated 
clinical conditions 
elA Mycobacte GAM3536 78 is a human miRNA-like 

rium tube oligonucleotide, which targets relA 
rculosis (relA, NC_000962 from 2907824 to 2910196 
H37Rv (-)), a bac terial target gene encoded 

by the Mycobacterium tuberculosis H 3 7Rv 



: of ; 



t ' b 



irial t 



defense mechani sm. relA BINDING SITE 1 
and relA BINDING SITE 2 are bacterial t; 
et binding sites that are found in the 
untranslated regions of mRNA encoded by 
the relA gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 



ING SITE ; 



GAM3536 78 : 



-7, hereby 
mction of 
i GAM353678 
associated 
i H3 7Rv 
jacterial 
lingly, the 

of 
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5 CAGCAGCA 
CACTGTGG 
TTTGTA 



GAM3536 78 is a hum, 

regulator protein 
3765257 t o 3765991 (- 
target gene encoded by 



miRNA-like 
sA, NC_002929 



bacterial 1 
BINDING SITE 1 , 



_sA BINDING SITE ; 



isA c 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human rpsT Psc 



:ir.di: 



I, BINDING SITE 
Fig. 1. The nuc. 
BINDING SITE 1 

to the nucleotic 
RNA are set fo ] 
incorporated hereii 



id risA BINDING SITE i 
.ary secondary st ruct 
sequence of GAM3536 7f 



Stella pert 



: defer 



■n g 



nanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Bordetella 
pertussis infection and associated 
clinical conditions 
GAM3536 78 is a human miRNA-like 
oligonucleotide, which targets ribosomal 
protein S20 (rpsT, NC_002947 from 707068 
to 7073 46 (-)), a bacterial target gene 
encoded by the Pseudomonas putida KT2440 

defen se mechanism. rpsT BINDING SITE 1 
and rpsT BINDING SITE 2 are bacter: 
et binding sites that are found in the 
untranslated regions of mRNA encoded by 
the rpsT gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of rps' 
BINDING SITE 1 and rpsT BINDING SITE 2 
and the complementary secondary 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit rpsT, a GAM353678 
bacterial target gene which is associated 
with Pseudomonas put ida KT2440 infection 
as part of an anti-bacterial host defens ( 
mechanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Pseudomonas 
putida K T2440 infection and associated 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human ruvB Yersinia 



l DNA helicas« 
?33644 9 to 2: 



BINDING SITE : 



BINDING SITE I 



>y the ruvB gene, corresponding to 
get bindin g sites such as BINDING SITE 
BINDING SITE II or BINDING SIT E III of 
f. 1. The nucleotide sequences of ruvB 
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b:x:::x; s:iz : ---■:= b:x:;:xs site 2, 

and the complementary secondary st ructui 
to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 



lingly, t] 

: of Yers: 



of GAM35367; 



GAM3 5 '.:AW:A!?:A Human 
36 78 CACTGTGG 
TTTGTA 



Yers 



, res 



i 2482031 t, 

_s KIM genoi 
. host defei 



and ruvB BINDING SITE 
5 et. handing sites that 
i anslal f :d regi ons o f 



GAM35 CAGCAGCA 
36 78 CACTGTGG 
TTTGTA 



ruvB BINDING SITE : 
2 are bacterial tai 

mRNA encoded by tt 
corresponding to target binding sites such 
as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of ruvB BINDING SITE 

1 and ruvB BINDING SITE 2, and the 
complementary secondary st ructure to the 
nucleotide sequence of GAM3536 78 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit ruvB, a GAM353678 
bacterial target gene which is associated 
with Yersinia pestis KIM infection, as 
part of an anti-bacterial host defense 
mech anism. Accordingly, the utilities of 
GAM353678 include the dia gnosis, 
prevention and treatment of Yersinia 
pestis KIM infection and associated 
clinical conditions 
Pseudomon GAM3536 78 is a human miRNA-like 
as putida oligonucleotide, which targets 
KT2440 selenocysteine-specif ic translation 

582133 to 584055 

gene encoded by tt 
KT2440 genome, as part of an anti- 
bacterial host defense mechanism. selB 
BINDING SITE is a bacterial target bind: 
site that is a found in the the 3' 
untranslated region of mRNA encoded by t 
e selB gene, corresponding to a target 
binding site such as BI NDING SITE I, 
BINDING SITE II or BINDING SITE III of 



:elB, NC_i 



BINDING SITE, and tt 
secondary structure 
sequence of GAM353 ( 
in Tables 6-7, heret 
n. Another function 
inhibit selB, a GAM: 



nfect: 



ngly, the ut: 
le diagnos: 
of Pseudor 



_ties of GAK35367F 

prevention and 
las putida K T2440 
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135 CAGCAGCA Human 
'8 CACTGTGG 
TTTGTA 



SERPI Human 



. CFTCT 
Streptc 



eptococ,. 



3 Ml GAS, 
Streptococcus pyoge nes MGAS315, 
Streptococcus pyogenes MGAS8232 and 
Streptococcus pyogenes SSI-1 infections. 
SERPINH1 BINDING SITE 1 and SERPINH1 
BINDING SITE 2 are human target binding 
sites that are found in the untranslated 
region s of mRNA encoded by the SERPINH1 
gene, corresponding to targe t. handing 
sites such as BINDING SITE I, BINDING SITE 
II or BIN DING SITE III of Fig. 1. 



nucleoti de sequences of SERPINH1 BINDING 
SITE 1 and SERPINH1 BINDING S ITE 2, and 
the complementary secondary structure to 
the nucleo tide sequence of GAM3536 78 RNA 



i in : 



incorporated herein. Anoth< 
GAM353678 is to inhibit SERPINH1, a GAM353 
678 human target gene which encodes a heat 
shock protein and s erpin, that may 
function as a chaperone for procollagen in 
the ER. SERPINH1 is associated with 
Escherichia coli CFT073, Stre ptococcus 
pneumoniae R6, Streptococcus pneumoniae 
TIGR4, Strep tococcus pyogenes Ml GAS, 
Streptococcus pyogenes MGAS315, Stre 
ptococcus pyogenes MGAS8232 and 
Streptococcus pyogenes SSI-1 i nfections, 
and therefore GAM353678 is associated with 
the abov ementioned infections, as part of 
a host response mechanism. A ccordingly, 
the utilities of GAM353678 include the 
diagnosis, prevention and treatment of 
Escherichia coli CFT073, Streptoco ecus 
pneumoniae R6, Streptococcus pneumoniae 
TIGR4, Streptococ cus pyogenes Ml GAS, 
Streptococcus pyogenes MGAS315, Streptoco 
ecus pyogenes MGAS8232 and Streptoc 
pyogenes SSI-1 infect ions and assoc: 
clinical conditions. The function of 
L and its association with vai 
and clinical conditions has 



i by ; 



e : e 



135 CAGCAGCA Human 
'8 CACTGTGG 
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component (s: 
encoded by t 



i Sh: 



NC_00 4337 i 
a bacterial 
11a flei 
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:D BINDING SITE 2 are bacterial 
jinding sites that are found in 
mslated regions of mRNA e 
_tD gene, corresponding t 
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BINDING SITE 



s-;::. is BINDING SITE I, 
I or BINDING SIT E III of 
icleotide sequences of sitD 
1 and sitD BINDING SITE 2, 



GAM3 5 ':AG'JAGCA Human 
36 78 CACIGIGG 
TTTGTA 



iiiKNA 



Shigella flexner i 2a str. 301 
and associated clinical condit. 
GAM353678 is a human miRNA-lik( 

component (sitD, NC_00 4741 fr« 
to 1905523 (+)), a bacterial 
encoded by the Shigella flexn< 
2457T genome, as par t of an ai 
bacterial host defense mechani: 
BINDING SITE 1 and sitD BINDINi 
bacterial targ et binding site: 
found in the untranslated regi< 
encoded by the sitD gene, corresponding to 
target binding sites such as BINDING SITE 
I, BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of sitD 
BINDING SITE 1 and sitD BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM353678 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit sitD, a GAM353678 
bacterial target gene which is associated 
with Shigella flexne ri 2a str. 2457T 
infection, as part of an anti-bacterial 
host defense mechanism. Accordingly, the 
utilities of GAM353678 inc lude the 
diagnosis, prevention and treatment of 
Shigella flexn eri 2a str. 2457T infection 
and associated clinical conditions 



GAM3 5 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



speD Salmonell GAM353678 is 



itide, whicl 



7174 



Typhi Ty2 gen 
bacterial host 
BINDING SITE : 



miRNA-like 

decarboxylase 
rom 196380 
arget gene encoded by 

si eD BINDING SHE 2 a: 



encoded by the speC ^er.e, rorrespondinq to 
target bindin g sites such as BINDING SHE 
I, BINDING SITE II or BINDING SI1 E III of 
Fig. 1. The nucleotide sequences of speD 
BINDING SITE 1 and speD BINDING SHE 2, 
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r. aa: 



lella ente 
nfection, 
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5 CAGCAGCA 
CACTGTGG 
TTTGTA 



Human speD 



Typhi gene 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



: of ; 



: aefe: 



speD 



BINDING SITE 1 and speD BINDING SITE 2 
bacterial targ et handing sites that are 
found in the untranslated regions of mRNA 
encoded by the speD gene, corresponding to 
target binding sites such as BINDING SITE 
I, BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of speD 
BINDING SITE 1 and speD BINDING SITE 2, 
and the complementary secondary st ructure 
to the nucleotide sequence of GAM3536 78 
RNA are set forth in Tables 6-7, hereby 



ated t 



Ano1 



of 



GAM353( 



■rial t 



rget 



speD, a GAM3536 



with Salmonella 
Typhi infection, as part of an anti-bact 
erial host defense mechanism. Accordingly, 
the utilities of GAM353678 include the 
diagnosis, prevention and treatment of Sal 
monella enterica enterica serovar Typhi 
infection and associated clinical 
conditions 

GAM353678 is a human miRNA-like i 
oligonucleotide, which targets S- 
adenosylmethionine decarboxylase (speD, 
NC_003197 from 1 94201 to 194995 (-)), a 
bacterial target gene encoded by th e 
Salmonella typhimurium LT2 genome, as part 
of an anti-bacter ial host defense 
mechanism. speD BINDING SITE 1 and speD 
BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the speD gene, corresponding to target 
binding sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of speD 
BINDING SITE 1 and speD BINDING SITE 2, 



r.d : 



icleot: 



i of GAM3536 78 : 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



i 5 7io; 
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.Ida KT2440 gene 
eri al host del 
BINDING SITE 1 



BINDING SITE 2 ; 



:h as BINDING SITE I, 
' BINDING SITE I II o: 
■ tide sequences of ss] 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



clinical conditio: 
GAM353678 is a hur 
oligonucleotide, v 
sseB (sseB, NC_00< 



3 CAGCAGCA 
CACTGTGG 
TTTGTA 



2922456 to 
. target gene 
:oli CFT 073 



genoi 
arc: 



lanism. sseB BINDING SITE 1 
sseB BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 
untranslated regions of mRNA encoded by 
the sseB gene, corresponding to target 
bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of sseB 
BINDING SITE 1 and sseB BINDING SITE 2, 
and the complementary secondary st ructurt 
to the nucleotide sequence of GAM353678 
RNA are set forth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit sseB, a GAM353678 
bacterial target gene which is associated 
with Escherichia col i CFT073 infection, 
as part of an anti-bacterial host defense 
mechanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Escherichia 
coli CFT07 3 infection and associated 
clinical conditions 
GAM3536 78 is a human miRNA-like 
oligonucleotide, which targets tracheal 
colonization factor precursor (tcfA, 
NC_002929 from 1264436 to 1266379 



.nd 



BINDING SITE : 



>ond: 



ng t 



.arget 



BINDING SITE 
BINDING SITE 



such as BINDING SITE I 
or BINDING SIT E III of 
The nucleotide sequences of tcfj 
SITE 1 and tcfA BINDING SITE 2 
complementary second; 
[Udeotide sequence of GAM3536 
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GAM3536 78 : 



6-7, hereby 
v , a GAM353678 



lingly, 



c'AM3!, ':/..:■•:....•■•:.... 
36 78 CACTGTGG 
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GAM35 CAGCAGCA Human trunc Staphyl 
36 78 CACTGTGG at ed occus a- 

TTTGTA fmtB 



prevent 
pertussis infect: 
clinical conditii 
GAM353678 is a hi 

pseudouridylate : 
from 234 3329 to : 
bacterial target gei 
Mycobacterium lepr, 
an anti-bacterial h, 
truA BINDING SITE 1 



miRNA-like 
:h targets probable 
lase (truA, NC_002677 



1 and t 
irget ] 



■: - A BIN 



)ING SITE 



are found in the untranslated regions of 

mRNA encoded by the truA gene, 
corresponding to target bindin g sites 
such as BINDING SITE I, BINDING SITE II or 
BINDING SIT E III of Fig. 1. The 
nucleotide sequences of truA BINDING SITE 

1 and truA BINDING SITE 2, and the 
complementary secondary st ructure to the 
nucleotide sequence of GAM353678 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit truA, a GAM353678 
bacterial target gene which is associated 
with Mycobacterium 1 eprae infection, as 
part of an anti-bacterial host defense mec 
hanism. Accordingly, the utilities of 
GAM353678 include the di agnosis, 
prevention and treatment of Mycobacterium 
leprae infe ction and associated clinical 



GAM3536 78 is a human miRNA-like 
oligonucleotide, which targets truncated 
bsp FmtB protein (truncated fmtB, NC_003923 
us from 2238 083 to 2240143 (-)), a 
bacterial target gene encoded by the 
Staphylococcus aureus subsp. 



: of ; 



t ' b 



irial t 



defense mechanism, truncated fmtB BINDING 
SITE 1 and truncated fmtB BINDING SITE 2 
are bacterial target handing sites that 
are found in the untranslated regions of 
mRNA encoded by the truncated fmtB gene, 



SITE I, BINDING SITE II or 
'E III of Fig. 1. The nucleotide 
if truncated fmtB BINDING SITE 1 
.ed fmtB BINDING SITE 2, and the 



_th Staph ylococc 
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5 CAGCAGCA 
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component syst 
NC_003143 fror 
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CACTGTGG 
TTTGTA 



ng s 



5 of 



mRNA 

corresponding to t 
as BINDING SITE I, 
BINDING SIT E III 



le uhpA gene, 
; r;e: handing sites such 
BINDING SITE II or 
>f Fig. 1. The 

,f uhpA BINDING SITE 



1 and uhpA BINDING SITE 2 
complementary secondary structure to the 
nucleotide sequence of GAM3536 78 RNA are 
set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit uhpA, a GAM35367S 
bacterial target gene which is associatec 



l Yers 



ial : 



infect: 
it defei 



GAM3536' 
;ion and 
.nfectior 



. sond : ' i ons 
an n i RNA . i ke 



.cil DNA 



Accordingly, the 

treatment of Yers 
associated clinic 
GAM353678 is a hu: 
oligonucleotide, 
glycosylase (ung, NC_000907 from 18676 
to 1933 5 (+)), a bacterial target gene 
encoded by the Haemophilus influenzae Rd 
genome, as part of an anti-bacterial host 
defen se mechanism, ung BINDING SITE 1 and 
ung BINDING SITE 2 are bacterial target 

binding sites that are found in the 
untranslated regions of mRNA encoded by 
the ung gene, corresponding to target 
binding s ites such as BINDING SITE I, 
BINDING SITE II or BINDING SITE I II of 
Fig. 1. The nucleotide sequences of ung 
BINDING SITE 1 a nd ung BINDING SITE 2, 
and the complementary secondary structu re 
to the nucleotide sequence of GAM3536 78 
RNA are set forth i n Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit ung, a GAM353678 b 
acterial target gene which is associated 
with Haemophilus infl uenzae Rd infection, 



_-bact« 



■ ■ 



GAM35367! 
preventic 



ili- 



of 



: of Haemopl- : jus 



5 CAGCAGCA 
CACTGTGG 
TTTGTA 



BINDING SITE 



a human miRNA-like i 
de, which targets vanillate 

oxidoreductase (vanB, 
m 5504120 to 5505073 
terial target gene encoded b 
onas aeruginosa PA01 genome, 

anti-b acterial host defense 
nB BINDING SITE 1 and vanB 
2 are bacterial target 

that are found in the 
regions of mRNA encoded by 
, corresponding to target 

s s- as b:x:::xg site i, 
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BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of vanB 
BINDING SITE 1 and vanB BINDING SITE 2, 
and the complementary secondary structure 



gam3 5 <:a(;<:ac;<:a 

36 78 CACTGTGG 
TTTGTA 



yabO Escherich 
ia coli C 
FT073 



GAM3536 78 is a human 
oligonucleotide, whi 
large subunit pseudo 
(yabO, NC_00 4431 fr 



sa PA01 . 
liRNA-li: 



(- 



■ncodod 



by t 



? Isr: 



GAM35 CAGCAGCA Human 
36 78 CACTGTGG 
TTTGTA 



an anti-bacterial host defense 
mechanism. yabO BINDING SITE 1 and yabO 
BINDING SITE 2 are bacterial targ et 
binding sites that are found in the 
untranslated regions of mRNA encoded by 

bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of yabO 
BINDING SITE 1 and yabO BINDING SITE 2, 

to the nucleotide sequence of GAM353678 
RNA are set fo rth in Tables 6-7, hereby 
incorporated herein. Another function of 
GAM353678 is to inhibit yabO, a GAM353678 
bacterial target gene which is associated 
with Escherichia col i CFT073 infection, 
as part of an anti-bacterial host defense 
mechanism. Accordingly, the utilities of 
GAM353678 include the diagnosis, 
prevention and treatment of Escherichia 
coli CFT07 3 infection and associated 
clinical conditions 

Escherich GAM353678 is a hu 

ia coli C oligonucleotide, 

FT073 yciE (yciE, NC_004431 from 1558641 to 

1559147 (-) ), a bacterial target gene 
encoded by the Escherichia coli CFT 073 
genome, as part of an anti-bacterial host 
defense mechanis m. yciE BINDING SITE 1 
and yciE BINDING SITE 2 are bacterial tare 
et binding sites that are found in the 
untranslated regions of mRNA encoded by 

bindin g sites such as BINDING SITE I, 
BINDING SITE II or BINDING SIT E III of 
Fig. 1. The nucleotide sequences of yciE 
BINDING SITE 1 and yciE BINDING SITE 2, 
and the complementary secondary st ructurs 
to the nucleotide sequence of GAM3536 78 
RNA are set fo rth in Tables 6-7, hereby 



:rp:: 



_t yciE, a GAR?. = : 
. CFT073 infectic 
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prevention and treatment of Escherichia 
coli CFT07 3 infection and associated 
clinical conditions 



Replace paragraph 0160 with the following paragraph. 

Studies documenting the well known correlations between each of a 
plurality of GAM TARGET GENEs that are described by Fig.l and 
the known gene functions and related diseases are listed in Table 9, 
hereby incorporated herein. Specifically, in Table 9. lines 6046-6059 
describes references of GAM targ et genes, as set forth in SEQ ID 
NQ:348inTable8. 



After paragraph 0160, add the following Table 9, paragraph, Table 11, paragraph, Table 12, 
paragraph, and Table 13. 
Table 9: 

TARGET TARGET REFERENCES 
ORGANISM 



MGAT5 Human 



MGAT5 Human 



MGAT5 Human 



Demetriou, M.; Granovsky, M. ; Quaggin, S . ; Dennis, J. W. : 
Negative regulation of T-cell activation and autoimmunity 
by Mgat5 N-glycosylation . Nature 409: 
733-739, 2001. 



Fata, 



Muller, W. J.; Khokha, 
growth and metastasis 



Granovsky, 

R.; Dennis, J. W.:Suppres: 

in Mgat5-def icient mice. Nature Med. 6: 306-12, 2000. 

Saito, H . ; Nishikawa, A.; Gu, J.; Ihara, Y.; Soejima, H . ; 
Wada, Y.;Sekiya, C.;Niikawa, N . ; Taniguchi, N . : cDNA cloning 
and chromosomal mapping of human N-acetyl 

glucosaminyltransf erase V+ . Biochem. Biophys. Res. Commun. 
198: 318-327,1994. 



Table 11, lines 275482-275565, shows data of GAM RNA SEQ ID 
NO:348 printed on microarray chip probes, as described in detail in 
Fig.17. 



LIB SIG BACKS MISM 
RARY NAL ROUND ATCH 
Z-SCO Z-SCO 



' : '..'•■A:;CAC Predicted 
ACIGIGGIIIG 
IACGCGAICCG 
IIAICGIICGG 
IAICGAACGIA 
ACGAI 

CCCAGCAGCAC Predicted 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 
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ACTGTGGTTTG 
TACGCGATCCG 
TTATCGTTCGG 
TATCGAACGTA 
ACGAT 

CCCAGCAGCAC 
ACTGTGGTTTG 
TACGCGATCCG 
TTATCGTTCGG 
TATCGAACGTA 
ACGAT 



CC C AG CAGCAC Predicted 

ACTGTGGTTTG 

TACGCGATCCG 

TTATCGTTCGG 

TATCGAACGTA 

ACGAT 

CCCAGCAGCAC Predicted 

ACTGTGGTTTG 

TACGCGATCCG 

TTATCGTTCGG 

TATCGAACGTA 

ACGAT 

CCCAGCAGCAC Predicted 

ACTGTGGTTTG 

TACGCGATCCG 

TTATCGTTCGG 

TATCGAACGTA 

ACGAT 

CCCAGCAGCAC Predicted 

ACTGTGGTTTG 

TACGGATCGTT 

ATAACGATCCG 

GTATCGAACGT 

AACGA 

CCCAGCAGCAC Predicted 

ACTGTGGTTTG 

TACGGATCGTT 

ATAACGATCCG 

GTATCGAACGT 

AACGA 

CCCAGCAGCAC Predicted 

ACTGTGGTTTG 

TACGGATCGTT 

ATAACGATCCG 

GTATCGAACGT 

AACGA 

CCCAGCAGCAC Predicted 

ACTGTGGTTTG 

TACGGATCGTT 

ATAACGATCCG 

GTATCGAACGT 

AACGA 

CCCAGCAGCAC Predicted 

ACTGTGGTTTG 

TACGGATCGTT 

ATAACGATCCG 

GTATCGAACGT 

AACGA 



- AcACTGTGGTTTGTA 



ACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



CAGCAGCACACTGTGGTTTGTA 



20239 13.8 



12.0 29.3 



27597 9.2 
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TACGGATCGTT 
ATAACGATCCG 
GTATCGAACGT 
AACGA 



Table 12 



Table 12, line 177, shows data relating to GAM RNA SEQ ID 
NO:348 that were validated by means of Wet Laboratory. 



GAM RNA SEQUENCE VALIDATION SIGNAL BACKGROUND MISMATCH GAM 

METHOD Z-SCORE Z-SCORE RNA 

SEQ-ID 

CAGCAGCACACTGTGGTTTGTA Chip strong 65518 16.623587 30.172779 348 



Table 13 



Table 13, lines 3-42, 47-69, 84-121, 143-179, 187-207, 210-256, 264- 
478 shows sequence data of GAMs associated with different bacterial 



ROW# INFECTION 

NAME SEQ ID NOs OF GAMS ASSOCIATED WITH INFECTION 



69, 70, 71, 75, 76, 77, 79, 84, 86, 87, 



105, 106, 107, 108, 109, 110, 111,112, 



117, 119, 120, 121, 122, 

139,140, 141, 142, 145, 147, 

162, 164, 165, 166, 167, 

181,183, 184, 185, 



244, 250, 251, 253,262, 264, 26! 



88, 89, 91,94, 



385 and 49788-55666. 



1, 



11, 



14, 



23, 27, 32, 35, 



42, 



1330 47, 48, 49, 50, 52, 53, 58, 62, 63, 65, 68, 70, 71, 77, 79, 80, 85, Si 

suis ,89, 90, 98, 102, 105, 107, 108, 109, 111, 112, 114, 115, 119, 120, 

124, 125, 121, 122, 123, 126, 132, 138, 141, 142, 143, 150, 151, 152, 

154, 155, 156, 157, 158, 160, 161,162, 164, 166, 168, 171, 172, 173, 

175, 176, 177, 180, 181, 183, 185, 186, 190,195, 198, 199, 200, 201, 

205, 207, 211, 212, 214, 215, 217, 218, 219, 220, 221,222, 225, 229, 

230, 231, 233, 236, 237, 240, 241, 243, 244, 250, 251, 256, 258, 

263, 264, 265, 266, 270, 277, 279, 280, 281, 282, 285, 287, 289, 

290, 293, 294,295, 297, 300, 302, 303, 306, 308, 310, 312, 315, 

318, 319, 320, 321, 330, 331,333, 334, 335, 342, 343, 347, 348, 

349, 353, 354, 356, 357, 360, 361, 364, 365,366, 368, 369, 370, 

371, 373, 374, 375, 377, 381, 382, 384 and 55667-60259. 

Chlamydia 2, 3, 4, 6, 7, 8, 9, 10, 13, 14, 16, 18, 19, 20, 21, 22, 25, 26, 
27, 30, 31, 32, 33, 36, 37, 38, 40, 45, 46, 47, 48, 49, 51, 52, 
55, 62, 63, 64, 67, 73, 74, 75, 78, 81, 82, 84, 85, 86, 87, 88, 
91, 94, 95, 98, 99, 104, 105, 106, 111, 113, 116, 122, 124, 
126, 128, 132, 133, 136, 138, 146, 148, 149, 152, 154, 155, 156, 
157, 160, 164, 166, 167, 177, 179, 180, 181, 187, 188, 190, 192, 
194, 198, 199,200, 205, 207, 208, 209, 210, 211, 213, 214, 217, 
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218, 222, 224, 225, 226, 229,232, 233, 235, 236, 239, 241, 242, 

243, 244, 245,248, 251, 252, 253, 254, 256,257, 259, 262, 264, 

265, 269, 270, 271, 272, 273, 274, 278, 279, 287, 288, 289, 

293, 295, 296, 297, 298, 299, 302, 303, 305, 306, 309, 311, 312, 

316, 318, 319,320, 322, 323, 324, 325, 326, 327, 328, 330, 332, 

333, 335, 338, 340, 341, 343,344, 345, 348, 349, 350, 353, 354, 

356, 363, 373, 384 and 60260-67437. 



Chlamydoph 3, 5, 6, 8, 9, 10, 13, 17, 20, 21, 22, 23, 25, 27, 28, 31, 32, 33, 
Ila pneumo 37, 39, 45,46, 47, 48, 50, 52, 55, 62, 63, 64, 66, 67, 69, 73, 74, 82 
niae , 84, 85, 88, 89, 90,91, 92, 95, 101, 102, 104, 105, 111, 114, 124148, 

CWL029 , 125, 126, 128, 143, 146, 152, 159, 160, 161, 164, 165, 166, 168, 

175180, 181, 187,176, 177, 178, 179,189, 190, 192, 194, 201, 203, 205, 
207, 208,209, 212, 213, 214, 217, 218, 221,223, 224, 227, 232, 233, 
234, 236, 238, 239, 241, 242, 243, 244, 245, 247, 248,252, 257, 258, 
259, 260, 262, 263, 271, 272, 274, 275, 279, 281, 282, 283, 286, 
289, 295, 297, 298, 299, 302, 305, 306, 309, 311, 312, 314, 319, 
323, 324, 325,326, 327, 330, 333, 338, 340, 343, 344, 345, 346, 
348, 349, 350, 352, 353, 354,356, 363, 377, 382, 383, 384 
and 68148-75439. 

Chlamydophila 3, 5, 6, 8, 9, 10, 17, 20, 21, 22, 23, 25, 27, 31, 32, 33, 37, 
pneumo 39, 45, 46, 47,50, 52, 55, 62, 63, 64, 66, 67, 69, 73, 74, 8290, 

niae J138 92, 95, 101,84, 85, 88, 89,102, 104, 105, 111, 114, 125, 126, 128, 

148, 152, 159, 160, 161, 143, 146,164,165, 166, 168, 175, 176, 177, 
178, 179, 187, 189, 190, 192, 194, 201, 203, 205, 207, 208, 209, 212 
180, 181, 213, 214, 217, 218, 221, 223, 224, 227, 232, 233, 
234, 236, 238, 239, 241, 242, 243, 244, 245, 247, 248, 252, 257, 259 
, 260, 262,263, 271, 272, 274, 275, 279, 281, 282, 283, 286, 289, 
295, 297, 298, 299, 302,305, 306, 309, 311, 312, 314, 319, 323, 325, 
326, 327, 330, 333, 338, 340, 343,344, 345, 346, 348, 349, 350, 352, 
353, 354, 356, 363, 377, 382, 383, 384 and 75440-82241. 

Escherichia 1, 2, 4, 5, 6, 7, 8, 9, 10, 11, 12, 13, 14, 16, 17, 18, 19, 21, 22, 
coli CFT 073 23, 25, 26,27, 28, 30, 31, 33, 34, 35, 36, 37, 39, 40, 42, 43, 45, 
46, 47,48, 49, 50,51,52, 53, 55, 56, 57, 58, 59, 62, 63, 64, 65, 
66, 67, 68, 69, 70, 71, 72, 73, 75, 76, 78, 79, 80, 81, 82, 83, 84, 
85, 86, 87, 88, 89, 90, 91, 92, 93, 94, 95, 96,97, 99, 100, 101, 
102, 103, 105, 106, 107, 108, 109, 110, 111, 112, 113, 114,115, 
116, 119, 120, 121, 122, 123, 124, 125, 126, 129, 131, 132, 133, 
135, 136,137, 138, 140, 141, 142, 143, 145, 146, 147, 148, 152, 
154, 155, 156, 157, 158,160, 161, 162, 163, 164, 165, 166, 
167, 168, 171, 173, 174, 175, 176, 177, 179,180, 181, 182, 184, 
185, 186, 190, 191, 192, 193, 195, 196, 197, 203, 204, 205, 206, 
207, 208, 209, 210, 211, 212, 213, 214, 215, 216, 217, 218, 220, 
221, 222,223, 224, 225, 229, 230, 231, 232, 233, 234, 235, 236, 
237, 238, 239, 241, 242,243, 244, 245, 246, 247, 248, 249, 250, 
251, 252, 253, 254, 255, 256, 257, 258,260, 261, 262, 265, 266, 
267, 268, 270, 271, 272, 274, 276, 277, 278, 279, 280, 

281, 282, 283, 284, 285, 287, 288, 289, 290, 291, 292, 293, 
294, 295, 296, 297, 299, 300, 301, 302, 303, 305, 306, 307, 
308, 309, 310, 311, 312, 314, 315, 316,317, 318, 321, 322, 
323, 324, 325, 326, 327, 329, 331, 332, 333, 334, 335, 336, 

337, 338, 339, 340, 343, 344, 345, 347, 348, 349, 350, 351, 
352, 353, 354, 355,356, 357, 358, 359, 360, 361, 364, 365, 
367, 368, 369, 370, 372, 373, 374, 375,376, 378, 380, 381, 
382, 383, 384, 385 and 90623-103607. 

Haemophilus 2, 3, 5, 6, 7, 8, 9, 10, 13, 15, 19, 20, 21, 22, 25, 26, 27, 30, 
influenz ae 31, 32, 33, 34, 37, 38, 40, 41, 45, 46, 48, 49, 50, 51, 52, 66, 
Rd 67, 68, 73, 53, 55, 62, 63, 64, 78, 81, 83, 84, 85, 88, 90, 91, 

92, 98, 101, 105, 106, 111, 116, 117, 119, 122,123, 124, 125, 
126, 134, 138, 144, 146, 149, 151, 152, 155, 156, 160, 161, 164, 
165, 166, 169, 171, 172, 174, 176, 177, 179, 180, 183, 190, 197, 
198, 199, 200,201, 203, 205, 207, 208, 211, 213, 214, 218, 221, 
223, 226, 228, 229, 234, 236,239, 240, 242, 244, 247, 248, 251, 
254, 255, 256, 259, 262, 263, 264, 271, 272,274, 277, 279, 281, 

282, 283, 295, 296, 299, 302, 305, 306, 308, 311, 312, 313, 
316, 317, 318, 319, 322, 323, 324, 325, 326, 327, 329, 333, 335, 

338, 339, 340,343, 344, 345, 348, 351, 353, 354, 356, 365, 
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368, 371, 375, 377, 379, 380, 385 and 103608-111433. 

Leptospira 1, 3, 5, 7, 8, 10, 13, 19, 22, 25, 32, 38, 39, 41, 48, 49, 52, 

interroga 67, 71, 73, 84,85, 90, 91, 93, 95, 117, 124, 128, 164, 174, 192, 

ns serovar 193, 203, 178, 179, 187, 190, 207, 225, 226, 227, 229, 238, 244, 

lai str. 258, 259, 262, 272, 279, 193, 203, 256, 257, 295, 298, 

56601 299, 303, 306, 307, 316, 324, 327, 333, 338, 340, 344, 348 

, 376, 379, 384 and 111434-116384. 

Mycobacterium 1, 3, 4, 5, 6, 7, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 
bovis AF2122/9 22, 23, 24, 25, 26, 27, 28, 29, 31, 32, 33, 36, 37, 39, 41, 
subsp bovis 7 42, 52, 43, 45, 46, 47, 48, 50, 51, 53, 54, 55, 57, 58, 59, 
73, 75, 76, 60, 61, 62, 71, 64, 65, 66, 67, 68, 69, 70, 77, 
78, 79, 80, 83, 84, 86, 87, 88, 89, 100, 101, 102,90, 91, 
93, 96, 97, 99, 103, 104, 105, 106, 107, 108, 109, 110, 111, 
112, 113, 114, 115, 116, 117, 118,119, 120, 121, 122, 123, 125, 
127,130, 131, 132, 133, 134, 135, 137, 138, 139,141, 142, 143, 
144, 145, 146, 147, 148, 149, 150, 151, 152, 154, 155, 156, 157, 
158, 159, 160, 161, 162, 163, 165, 166, 167, 168, 170, 171, 172, 
173, 174, 175,176, 177, 178, 179, 180, 181, 183, 184, 185, 188, 
189, 190, 191, 193, 194, 195,196, 197, 198, 199, 200, 201, 202, 
203, 204, 205, 206, 207, 208, 210, 211, 212,213, 214, 215, 216, 
218, 219, 220, 222, 225, 230, 231, 233, 236, 237, 239, 240, 
241, 242, 243, 244, 245, 246, 250, 251, 252, 253, 254, 255, 
256, 257, 261, 262,263, 264, 265, 266, 267, 268, 270, 271, 
273, 276, 277, 278, 280, 281, 282, 283, 285, 286, 287, 288, 
289, 290, 291, 292, 293, 294, 296, 297, 299, 300, 302, 303, 
304, 305, 306, 308, 310, 312, 313, 314, 315, 318, 320, 321, 
322, 323, 324, 325,326, 327, 329, 330, 331, 332, 333, 334, 
335, 336, 337, 341, 342, 345, 346, 347,348, 349, 350, 351, 
352, 353, 355, 356, 357, 358, 360, 361, 362, 364, 365, 366, 
367, 369, 370, 371, 372, 373, 374, 375, 376, 378, 380, 381, 
382, 383, 384, 385 and 127919-137561. 

Mycobacterium 3, 4, 5, 6, 7, 12, 13, 14, 15, 18, 19, 21, 22, 23, 24, 26, 29, 31, 
leprae 32, 33, 36, 37, 39, 41, 42, 43, 45, 46, 47, 48, 49, 50, 53, 54, 

68, 69, 70, 57, 59, 62, 65, 71, 73, 74, 75, 76, 78, 81, 83, 84, 
86, 90, 94, 96, 98, 101, 103, 106, 107, 109,110, 111, 112, 113, 
114, 115, 116, 118, 119, 120, 121, 123, 131, 133, 134, 135, 
137, 142, 143, 144, 145, 146, 147, 149, 154, 156, 157, 158, 159, 
161, 162, 163,165, 166, 167, 171, 172, 173, 174, 175, 176, 179, 
183, 184, 185, 187, 188, 189,190, 193, 196, 197, 198, 199, 200, 
201, 202, 204, 205, 206, 211, 212, 214, 215,216, 218, 219, 220, 
221, 223, 224, 225, 228, 230, 231, 232, 233, 234, 235, 236, 
237, 241, 242, 243, 245, 249, 250, 251, 253, 254, 256, 258, 261, 
263, 265, 267,268, 269, 271, 274, 276, 277, 280, 281, 284, 288, 
289, 290, 291, 293, 294, 295,296, 297, 299, 300, 301, 302, 303, 
305, 306, 307, 309, 310, 311, 312, 313, 314,315, 318, 320, 321, 
323, 324, 327, 329, 330, 331, 332, 333, 334, 335, 336, 337, 
338, 339, 340, 341, 343, 345, 346, 347, 348, 349, 353, 355, 356, 
357, 358, 360,361, 364, 365, 368, 369, 370, 371, 372, 374, 
375, 376, 377, 378, 380, 381, 382,383 and 137562-144598. 

Mycobacterium 1, 3, 4, 5, 6, 7, 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 

tuberc 22, 23, 24, 25, 26, 27, 28, 29, 31, 32, 33, 37, 39, 41, 42, 43, 

ulosis 50, 51, 52, 45, 46, 47, 48, 53, 54, 55, 57, 58, 59, 60, 61, 

H37Rv 62, 63, 64, 65, 66, 67, 68, 69, 70, 71, 73, 75, 76, 77, 78, 

79, 80, 83, 84, 86, 87, 88, 89, 90, 91, 93, 94, 96, 97, 99, 100, 



109, 110, 



112, 113, 114 
125, 127, 130, 131, 



101, 102, 103, 104, 105, 107, 

115, 116, 117,118, 119, 120, 121, 122, 123, 

132, 133, 134, 135, 137, 138,139, 141, 142, 143, 144, 145, 146, 

147, 148, 149, 150, 151, 152, 153, 154, 155,156, 157, 158, 159, 

160, 161, 162, 163, 165, 166, 167, 168, 170, 171, 172, 173,174, 

175, 176, 177, 178, 179, 180, 181, 183, 184, 185, 188, 189, 190, 

191, 194,195, 196, 197, 198, 199, 200, 201, 202, 203, 204, 205, 

206, 207, 208, 210, 211,212, 213, 214, 215, 216, 218, 219, 220, 

222, 225, 230, 231, 233, 234, 236, 237,239, 240, 241, 242, 243, 

244, 245, 246, 250, 251, 252, 253, 254, 255, 256, 257, 

261, 262, 263, 264, 265, 266, 267, 268, 270, 271, 272, 273, 274, 

276, 277, 278, 280, 281, 282, 283, 284, 285, 286, 287, 288, 289, 

290, 291, 292, 293, 294, 296,297, 298, 299, 300, 302, 303, 304, 
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305, 306, 308, 310, 312, 313, 314, 315, 318,320, 321, 323, 324, 
325, 325, 327, 329, 330, 331, 332, 333, 334, 335, 336, 337, 
341, 342, 345, 346, 347, 348, 349, 350, 351, 352, 353, 355, 356, 
357, 358, 360,361, 362, 364, 365, 366, 367, 368, 369, 370, 371, 
372, 373, 374, 375, 376, 378,380, 381, 382, 383, 384, 385 
and 146807-155497. 

Neisseria 1, 6, 7, 8, 10, 12, 15, 17, 21, 22, 26, 28, 30, 37, 39, 40, 45, 

meningitid 49, 52, 56, 58, 60, 62, 63, 67, 70, 76, 86, 89, 90, 91, 96, 98, 
is Z2491 102, 103, 105, 107, 108, 109, 111, 112, 113, 114, 115, 122, 123, 

124, 125, 126, 127, 133, 138, 141, 142, 143,145, 147, 148, 149, 
152, 157, 158, 164, 165, 166, 170, 171, 175, 176, 178, 181, 
183, 187, 189, 197, 203, 217, 218, 219, 220, 221, 222, 225, 
229, 230, 231, 237,239, 243, 245, 247, 248, 251, 253, 254, 
256, 257, 258, 259, 264, 265, 268, 273,281, 282, 283, 285, 287, 
289, 290, 293, 294, 295, 297, 300, 302, 306, 308, 314, 
315, 316, 319, 321, 322, 325, 327, 329, 332, 333, 334, 338, 
340, 341, 344, 346,348, 349, 350, 351, 354, 355, 356, 365, 371, 
372, 375, 376, 380, 381, 382, 384 and 155834-160603. 



2, 6, 10, 



12, 13, 



16, 17, 18, 19, 20, 21, 22, 23, 



24, 25, 26, 27, 28, 29, 30, 31, 33, 34, 35, 36, 37, 41, 42, 56, 
43, 45, 46, 48, 49, 50, 52, 54, 55, 57, 58, 59, 60, 62, 63, 64, 
76, 77, 78, 79, 81, 65, 66, 67, 68, 69, 70, 71, 73, 82, 83, 84, 
86, 87, 88, 89, 90, 91, 94, 95, 96, 97, 99, 100, 101, 102, 103, 
105,106, 107, 108, 109, 110, 111, 112, 113, 114, 115, 116, 118, 
119, 120, 121, 122,123, 124, 125, 126, 127, 130, 131, 134, 137, 
138, 139, 140, 141, 142, 144, 147,149, 150, 151, 152, 154, 155, 
157, 158, 160, 161, 162, 163, 164, 165, 166,167, 168, 169, 
170, 171, 172, 173, 174, 175, 176, 177, 179, 180, 181, 183, 184, 



185, 188, 191 



193, 



195, 196, 197, 
215, 216, 218, 220, 



. 160604-170274. 



Pseudomonas 
K putida 
T2440 



26, 27, 28, 29, 



36, 37, 38, 



45, 46, 47, 49, 50, 51, 52, 53, 54, 55, 57, 



61, 64, 65, 66, 



69, 70, 71, 73, 76, 84, 85, 
103, 105, 106, 107, 



111, 112, 113, 114, 115, 117, 

121, 122, 123, 125, 126, 131, 132, 133, 



149, 150, 151, 152, 153, 154, 155, 156, 



180, 181, 183, 184, 



212, 214, 215, 
232, 233, 234, 



291, 292, 293, 294, 295, 296, 297, 298, 299, 300, 301, 302, 
303, 304, 305, 306, 308, 310, 312, 313, 314, 316, 317, 318, 



21, 22, 23, 25, 26, 27, 28, 30, 31, 32, 33, 35, 37, 38, 39, 51, 
52, 55, 56, 57, 58, 
69, 70, 71, 72, 73, 75, 
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7, 79, 80, 81, 83, 84, 86, 88, 89, 90, 91, 92, 94, 95, 98, 
99, 100, 101, 102, 105, 106, 107, 108, 109, 
119, 120, 121, 122, 
133, 135, 136, 137, 
150, 152, 153, 154, 
164,165, 166, 167, ] 
180, 181, 182, 183, 
194, 195, 196, 197, 
206, 208, 212, 213, 
222,223, 225, 226, 2 
237, 238, 239, 240, 
251, 252, 253, 254, 
266, 269, 270, 
283,284, 285, 287, 2 
296, 297, 298, 299, 
311, 312, 314, 315, 



6, 357, 358, 
3, 374, 375, 
> and 179915-190940. 



21, 22, 23, 25, 



27, 28, 30, 



100, 101,102, 105, 106, 107, 108, 



126, 127, 129, 



355, 356, 357, 358, 
'3, 374, 
. 190941- 



376, 378, 379, 380, 



14, 16, 17, 18, 



58, 59, 60, 62 
73, 75, 77, 79 
100, 101, 102, 



, 83, 84, 86, 
103, 104, 105, 10' 



170, 171, 172, 173, 174, 175, 

187, 188, 189, 190, 192, 

1, 201, 202, 203, 204, 205, 

216, 217, 218, 

229, 230, 231, 232, 233, 

242, 243, 244, 245, 247, 

257, 258, 260, 261, 262, 



307, 308, 309, 310, 
324, 325, 326, 327, 
i, 336, 337, 338, 340, 341, 
351, 352, 353, 
362, 363, 364, 365, 
1,371, 373, 374, 375, 376, 379, 380, 381, 
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382, 383, 384, 385 and 201928-215605. 



Shigella 2s 
f lexneri 
str .2457T 



1, 2, 5, 6, 9, 

22, 23, 24, 25 

38, 39, 40, 41, 42, 43, 

59, 62, 63, 65, 66, 67, 



10, 11, 12, 13, 14, 16, 17, 18, 19, 21, 
26, 27,28, 29, 30, 32, 33, 35, 36, 37, 
42, 43, 46, 47, 48, 49,52, 54, 55, 56, 



69, 70, 71, 73, 76, 78, 



83, 84, 85, 86, 87, 88, 89, 90, 91, 93, 94, 95, 97, 99, 101, 

102, 103, 104, 105,107, 108, 109, 110, 111, 112, 113, 114, 

115, 116, 117, 119, 120, 121, 122, 123,124, 125, 126, 129, 

131, 132, 133, 134, 135, 136, 137, 138, 139, 141, 142, 143, 

145, 146, 147, 148, 149, 150, 151, 152, 154, 155, 156, 157, 

158, 160, 161, 162,163, 164, 165, 166, 167, 171, 172, 173, 

174, 175, 176, 177, 179, 180, 181, 182,184, 185, 187, 190, 

191, 195, 196, 197, 198, 199, 200, 201, 202, 203, 204, 205, 

207, 208, 212, 213, 214, 216, 218, 220, 221, 222, 223, 224, 

225, 229, 230, 231,232, 233, 234, 236, 237, 238, 239, 240, 

241, 242, 243, 244, 245, 247, 248, 250,251, 252, 253, 254, 

255, 256, 257, 260, 261, 262, 263, 265, 268, 270, 271, 272, 

274, 276, 277, 278, 279, 280, 281, 282, 283, 284, 285, 287, 

288, 289, 290, 291,292, 293, 295, 296, 297, 298, 299, 300, 

301, 302, 304, 306, 307, 308, 309, 310,311, 312, 314, 315, 

316, 317, 318, 320, 321, 322, 323, 324, 325, 327, 328, 329, 

331, 332, 333, 334, 335, 336, 337, 338, 339, 340, 341, 343, 

344, 345, 346, 347,348, 349, 350, 351, 352, 353, 354, 356, 

357, 358, 359, 360, 361, 362, 364, 365,366, 367, 368, 369, 

371, 373, 374, 375, 376, 379, 380, 381, 382, 383, 384, 385 
and 215606-226197. 



Shigella 2a 
f lexneri 
str. 301 



26, 27, 28, 
43, 46, 47, 48, 
64, 65, 66, 67, 



30, 32, 33, 



103, 104, 105, 



113, 114, 115, 



146, 147, 148, 14! 



156, 157, 158, 
168, 171, 172, 



173, 174, 175, 



S t aphy 1. 
Ococcus 



276, 277, 278, 



320, 321, 323, 



. 226198-237-03. 



98, 100, 101, 105, 106, 
133, 138, 139, 146, 147, 



171, 172, 174, 



275, 287, 293, 294, 299, 301, 302, 305, 306, 308, 309, 

316, 317, 323, 324, 325, 326, 327, 332, 333, 334, 335, 

339, 340, 342,343, 344, 345, 346, 348, 349, 351, 353, 

356, 363, 365, 368, 371, 375, 379,381 and 237004-244310. 



33, 38, 39, 



22, 25, 27, 30, 31, 32, 
47, 48, 50, 51, 52, 55, 



-73- 



Application No. 10/709,691 



Docket No. 050992.0400.01USCP 



subsp. 62, 63, 67, 71, 72, 73, 78, 81, 83, 84, 90, 91, 92, 93, 

aureus MW2 95, 98, 100, 101, 105, 106, 109, 111, 113, 117, 119, 120, 124, 

126, 128, 130,131, 133, 134, 138, 139, 143, 149, 152, 153, 156, 
160, 161, 162, 166, 169, 171,172, 174, 177, 179, 180, 181, 182, 
190, 192, 203, 204, 205, 207, 208, 213, 214,217, 218, 222, 228, 
231, 232, 236, 238, 242, 244, 247, 248, 252, 254, 256, 257, 
259, 261, 262, 271, 272, 274, 279, 287, 293, 294, 295, 299, 301, 
302, 306, 307,308, 309, 315, 316, 323, 324, 325, 326, 327, 332, 
333, 334, 335, 337, 338, 339,342, 343, 344, 345, 346, 348, 350, 
351, 353, 356, 363, 365, 368, 371, 375, 379, 
381 and 244311-250683. 

31 Staphyl 2, 5, 7, 8, 9, 10, 13, 16, 19, 22, 25, 27, 31, 32, 33, 

ococcus 35, 36, 38, 39, 40, 41, 45, 46, 47, 48, 50, 51, 52, 55, 62, 63 

aureu , 67, 71, 73, 81, 83, 84, 85, 90, 91, 92, 93, 95, 98, 100, 

s subsp 101, 105, 106, 111, 113, 117, 119, 120, 124, 131, 133, 134, 

. aureus 138, 139, 143, 146, 147, 149, 152, 153, 156, 160, 

N315 161, 162, 166, 169, 171, 172,174, 177, 179, 180, 181, 190, 192, 203, 

204, 205, 207, 208, 213, 214, 217, 218, 222, 226, 228, 231, 232, 236, 
238, 240, 242, 244, 245, 247, 248, 252, 254, 256, 
259, 260, 261, 262, 270, 271, 272, 274, 275, 279, 287, 293, 294, 



Streptococcus 2, 3, 5, 6, 10, 13, 14, 17, 20, 21, 22, 23, 25, 26, 27, 30, 31, 

Pneumo 32, 33, 35, 36, 37, 38, 39, 40, 41, 46, 47, 48, 49, 50, 52, 55, 56, 

niae R6 62,63, 67, 73, 77, 81, 83,84, 85, 87, 90, 91, 92, 94, 95, 100, 101, 

102, 105, 106, 111, 112, 114, 115, 116, 117, 119, 123, 124, 126, 

133, 136, 138, 143, 145, 146, 147, 149, 152, 156,160, 161, 164, 166, 

168, 169, 171, 172, 174, 175, 176, 177, 179, 180, 190, 192, 

203, 204, 205, 208, 209, 213, 214, 217, 218, 223, 226, 228, 

229, 232, 233, 235, 236, 238, 239, 242, 244, 245, 246, 247, 

248, 249, 252, 255, 256, 257, 258, 259, 260, 261, 262, 264, 

268, 271, 272, 274, 279, 282, 283, 284, 287, 295, 296, 297, 

298, 299, 300, 302, 303, 305, 306, 307, 309, 311, 312, 314, 315, 

316, 320, 321, 323, 324, 325, 326, 327, 329, 333, 335, 338, 340, 

341, 344, 345, 348, 350, 351, 352, 353, 356, 357, 359, 365, 368, 

371, 372, 373, 375, 377, 379, 380, 382, 384,385 and 25 7141-2653 01. 

Streptococcus 2, 10, 13, 25, 27, 33, 46, 48, 50, 52, 55, 62, 63, 67, 73, 
pneumo 81, 84, 91, 101, 105, 106, 111, 119, 149, 152, 160, 161, 176, 177, 

niae TIGR4 164, 166, 168, 169, 171, 172, 175, 179, 180, 190, 205, 208, 213, 

214, 218, 228, 236, 242, 244, 246, 262, 268, 271,272, 274, 

297, 299, 306, 321, 323, 324, 325, 327, 329, 333, 340, 345, 

348, 351, 353, 356, 359, 365, 368, 371, 372, 375, 380 
and 265302-266788. 

Streptococcus 3, 5, 8, 10, 21, 22, 25, 27, 32, 37, 38, 39, 40, 43, 

pyogen 49, 90, 95, 96, 106, 116,126, 129, 138, 163, 164, 168, 175, 261, 262, 

es Ml GAS 176, 180, 226, 232, 244, 246, 259,268, 283, 295, 296, 297, 299, 306, 

309, 316, 321, 329, 330, 333, 348, 349, 359, 

372, 379, 380 and 266789-269521. 

Streptococcus 3, 8, 10, 13, 20, 22, 25, 27, 31, 32, 33, 37, 38, 40, 46, 
pyogen 48, 52, 55, 62, 67,73, 84, 90, 91, 105, 106, 113, 116, 175, 176, 

es MGAS315 129, 138, 152, 160, 164, 166, 168,177, 179, 180, 186, 190, 192, 205, 

208, 211, 213, 214, 218, 226, 229, 232, 236,242, 244, 246, 262, 

268, 271, 272, 274, 282, 283, 295, 296, 297, 299, 306, 309, 

312, 321, 323, 324, 325, 327, 329, 333, 340, 345, 348, 349, 

353, 356, 359, 372,379, 380, 381 and 269522-2 7235 7. 

Streptococcus 3, 4, 8, 10, 13, 21, 22, 25, 27, 31, 33, 37, 38, 39, 40, 46, 48, 
pyogen 52, 55, 62, 67,73, 84, 90, 91, 95, 105, 106, 113, 116, 129, 138,168, 

es MGAS8232 152, 160, 163, 164, 166,175, 176, 177, 179, 180, 190, 205, 208, 213, 
214, 218, 226, 232, 236, 242, 244,246, 247, 259, 260, 261, 262, 268, 
271, 272, 274, 295, 296, 297, 299, 306, 307,309, 316, 321, 323, 324, 
325, 327, 329, 330, 333, 337, 340, 344, 345, 348, 349,353, 356, 
359, 363, 372, 379, 380, 381 and 272358-275553. 



Streptc 



10, 13, 25, 27, 31, 33, 46, 48, 52, 55, 62, 67, 73, 84, 91, 
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pyogen 164, 166, 168, 175, 176, 177, 179, 180, 190, 205, 208, 213, 214, 

es SSI-1 242,218, 236, 244, 246, 262, 268, 271, 272, 274, 297, 299, 306, 

324, 325,327, 329, 321, 323,105, 113, 152, 160,333, 340, 345, 
348, 353, 356, 359, 372, 380, 381 and 2 75554-2 76 703. 

38 Treponema s 3, 10, 13, 48, 52, 57, 59, 67, 81, 84, 86, 90, 91, 121, 131, 134, 

ubsp. 174, 175, 176, 184, 218, 228, 231, 235, 236, 243, 261, 262, 269, 272, 306, 

pallidum str . 289, 291, 295, 299, 312, 324, 329, 332, 333, 340 

Nichols , 345, 356, 358 and 276704-277654. 



43, 45, 46, 47, 48, 51, 52, 53,55, 57, 
70, 71, 73, 75, 76, 78, 82, 84, 85, 87, 



61, 62, 63, 67, 



90, 91, 93, 94, 95, 98, 99, 101, 102, 103, 105, 106, 107, 



112, 113, 



115, 116, 117, 120, 



129, 130, 131, 132, 133, 134, 

146, 148, 149, 151, 152, 153, 154, 

167, 169, 171, 172, 174, 175, 176, 

186, 187, 188, 190, 191, 192, 193, 

202, 203, 205, 206, 20S, 209, 211 



220, 221, 222, 224, 225, 226, 227, 



274, 276, 279, 280, 281, 282, 283, 

295, 296, 298, 299, 300, 301, 302, 

314, 315, 317, 319, 321, 322, 

331, 333, 334, 335, 336, 337, 

349, 350, 351, 352, 353, 354, 

363, 364, 365, 367, 368, 370, 



121, 122, 123, 



15 5, 156, 

177, 178, 

196, 197, 198, 

213, 214, 215, 



229, 230, 232, 



244, 245, 250, 



263, 264, 270, 



343, 344, 345, 



376, 377, 378, 



381, 382, 383, 384 £ 



1 277655-287825. 

13, 16, 18, 19, 20, 



42, 43, 45, 46, 47, 



58, 61, 62, 63, 



65, 67, 68, 70, 



71, 72, 73, 75, 76, 



78, 84, 85, 87, 



95, 97, 99, 



106, 107, 108, 



124, 125, 126, 



205, 206, 207, 
224, 225, 226, 



283, 284, 286, 



299, 300, 302 
319, 321, 322, 323, 324, 325, 327, 329, 



;,337, 340, 341, 342, 
354, 355,356, 357, 
374, 375, 376, 377, 

384, 385 ana 2 3 7 3 2 6-2 3 3 021 . 



343, 344, 345, 346, 



-75- 



